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sow et al.), 355-366 
Adenosine triphosphate. See ATP type 5, 
ElA-induced stabilization of 
p53 (Lowe and Ruley), 535-545 
Adenovirus 
E1A, pl07 and pRB binding (Zhu et 
al.), 1111-1125 
E1A-associated proteins 
isolation of p130, new member of Rb 
gene family (Hanron et al.), 
2378-2391 
p130 association with E2F transcrip- 
tion factor (Cobrinik et al.), 
2392-2404 
p130, p107, pRb, and cyclins A and E 
(Li et al.), 2366-2377 
E1A and E1B oncogenes, transforma- 
tion of primary rodent cells 
(Debbas and White}, 546-554 
large E1A protein activation domain, 
interaction with holo-TFIID 
(Boyer and Berk), 1810-1823 
Adenyl cyclase (ACA), D. discoideum, 
required for intracellular but 
not extracellular cAMP (Pitt et 
al.), 2172-2180 
ADI, ATP-dependent TBP inhibitor (Au- 
ble and Hahn), 844-856 
Adipose tissue mass, reduction of via tar- 
geted expression of toxin gene 
(Ross et al.}, 1318-1324 
Aerial mycelium formation, by S. coeli- 
color (Willey et al.), 895-903 
Aggregation process, D. discoideum (Pitt 
et al.), 2172-2180 
Agouti (a) mouse locus, lethal yellow 
(A”) mutation (Michaud et al.), 
1203-1213 
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Albino deletions (lethal), mice, animal 
model for HT1 (Kelsey et al.), 
2285-2297 

alf/hsdr-1 locus, relationship with Fah 
enzyme (Grompe et al.), 2298— 
2307; (Kelsey et al.), 2285-2297 

Alloantigens, human, blood group i/I 
antigens (Bierhuizen et al.), 
468-478 

a mating type, yeast (Yuan et al.), 1584— 
1597 

a-specific gene transcription, S. cerevi- 
siae, signal induction mediated 
by STE12 (Yuan et al.), 1584— 
1597 

a2 homeo domain protein, S. cerevisiae, 
interaction with al (Mak and 
Johnson), 1862-1870 

Alternative RNA splicing 

affects dimerization of bHLH factor 
(Klein et al.), 55-71 

bovine growth hormone (bGH) pre- 
mRNA, promoted by SF2/ASF 
binding to exonic splicing en- 
hancer (ESE) (Sun et al.), 2598— 
2600 

Amino-end rule-dependent protein deg- 
radation, and RAD6 amino ter- 
minus (Watkins et al.), 250-261 

AMTI transcription factor, C. glabrata, 
autoregulation of (Zhou and 
Thiele), 1824-1835 

Ankyrin-like domain, within bHLH pro- 
tein (Klein et al.), 55-71 

Antennapedia |Antp), Drosophila, func- 
tional specificity of protein 
(Chan and Mann}, 796-811 

Anterior—posterior (A/P) axis, C. elegans 
HOM-C genes role in patterning 
(Salser et al.), 1714—-1724 

Antigen receptor repertoire, and coding 
end sequence (Gerstein and Lie- 
ber), 1459-1469 

Antineurogenic phenotypes, induced by 
truncated Drosophila Notch pro- 
teins (Lieber et al.), 1949-1965 

Antisense RNA, and _ translational 
switch (Ranade and Poteete}, 
1498-1507 

Antitermination of transcription, E. coli, 
NusG-—p interaction (Li et al.), 
161-172 

Antp. See Antennapedia 

AP-1 transcription factors, c-jun null 
mutation, embryonic lethality 
and retarded cell growth 
(Johnson et al.), 1309-1317 

A/P. See Anterior—posterior 

Apoptosis 

involvement of p53 tumor suppressor 
protein (Lowe and Ruley), 535— 
545 

p53-dependent, inhibited by EIB 
(Debbas and White], 546-554; 


(White), 2277-2284 Meeting Re- 
view 
see also Programmed cell death 
Arabidopsis 
HAT4 gene, encodes homeo domain— 
leucine zipper (HD—Zip) protein 
(Schena et al.), 367-379 
pollen-stigma interactions, disruption 
of cell signaling (Preuss et al.), 
974-985 
Aristaless (al) prd-type homeo box gene, 
Drosophila (Schneitz et al.}, 
114-129 
ATF/CREB family, dimerization studies 
(Vinson et al.}, 1047-1058 
ATP 
-binding proteins, E. coli, ABC family 
of transport proteins (Siegele 
and Kolter), 2629-2640 
-dependent inhibition, of TBP binding 
to DNA (Auble and Hahn), 844— 
856 
role in yeast spliceosome assembly 
(Ruby et al.), 1909-1925 
S. cerevisiae pre-mRNA splicing, final 
step is independent of (Horow- 
itz and Abelson), 320-329 
ATPase activity, of yeast SNF2/SWI2 
protein, stimulated by DNA 
(Laurent et al.), 583-591 
Autoregulation, of C. glabrata metal- 
loregulatory factor (Zhou and 
Thiele), 1824-1835 
Autoregulatory feedback loop 
NF-«B p65 subunit and IkB (Scott et 
al.), 1266-1276 
p53—mdm-2 (Wu et al.}, 1126-1132 
Axial gene expression, zebrafish em- 
bryos (Strahle et al.), 1436-1446 
Axial identity, specification of in devel- 
oping mouse embryos, role of 
Hoxa-5 (Hox1.3) gene (Jean- 
notte et al.), 2085-2096 
Axis formation, mouse’ embryo, 
Brachyury |T) gene (Stott et al.}, 
197-203 
Axonal projections, and Drosophila 
irreC-rst locus (Ramos et al.), 
2533-2547 


B 


B-cell 
development, and Oct-2 POU homeo 
domain transcription factor 
(Corcoran et al.), 570-582 
differentiation, characterization of 
early B-cell factor (EBF) (Hag- 
man et al.), 760-773 
B-lymphoid cells, NF-xB p65 subunit 
(Scott et al.), 1266-1276 
B-type cyclins, S. cerevisiae, DNA repli- 
cation (Schwob and Nasmyth], 
1160-1175 





BacA inner membrane protein, required 
for Rhizobium bacteroid devel- 
opment, homologous to E. coli 
SbmA (Glazebrook et al.), 1485— 
1497 

Bacillus subtilis 

endospore formation and activation of 
Spo0A transcription factor, in- 
tegration of multiple develop- 
mental signals (Ireton et al.}, 
283-294 

SinR activity, regulated by Sinl (Bai et 
al.), 139-148 

Bacteriophage P22, superinfection syn- 
thesizes antisense RNA that 
mediates translational switch 
(Ranade and Poteete), 1498— 
1507 

Bacteroid development, R. meliloti, 
bacA gene (Glazebrook et al.}, 
1485-1497 

bagpipe (bap) homeo box gene, Droso- 
phila, cell fate determination in 
dorsal mesoderm (Azpiazu and 
Frasch), 1325-1340 

Basal transcription 

no role for TFIIA (Ma et al.), 2246— 
2257 

Xenopus oocytes, repressed by replica- 
tion-coupled chromatin assem- 
bly (Almouzni and Wolffe), 
2033-2047 

Basement membrane proteoglycan 
(mammalian), C. elegans unc- 
52 gene encodes nematode ho- 
molog of (Rogalski et al.}, 1471- 
1484 

bcl]-3 candidate proto-oncogene, gene 
product BCL-3 is transcriptional 
coactivator (Fujita et al.), 1354— 
1363 

B-1, 6-N-acetylglucosaminyltransferase 
gene family, human, I-branch- 
ing enzyme is member of (Bier- 
huizen et al.), 468-478 

6-globin 

chromatin, chick, GATA-1 and NF-E4 
activated (Barton et al.}, 1796— 
1809 

locus control region (LCR), develop- 
mental specificity of (Fraser et 
al.), 106-113 

bHLH protein 

and myogenin gene regulation (Yee 
and Rigby), 1277-1289 

splicing affects dimerization of (Klein 
et al.}, 55-71 

bHLH transcription factors, Drosophila 
sex determination, collabora- 
tion with bZIP proteins (Erick- 
son and Cline), 1688—1702 

bHLHZip proteins, Mad, Max, and Myc 
families, hetero- and _ ho- 
modimer complexes (Ayer and 
Eisenman), 2110-2119 

Blood group i/I antigens, changes during 


human development (Bierhui- 
zen et al.), 468-478 

BMP-2 growth factor, TGF-B superfam- 
ily member, role in hair follicle 
development of transgenic mice 
(Blessing et al.), 204-215 

BMP-4, TGF-B superfamily member, role 
in hair follicle development of 
transgenic mice (Blessing et al.) 
204-215 

Bovine growth hormone (bGH) pre- 
mRNA, SF2/ASF binding to ESE 
promotes alternative splicing 
(Sun et al.), 2598-2600 

Brachyury (T) mouse gene, phenotypic 
rescue of (Stott et al.), 197-203 

BSAP (Pax-5) transcription factor, paired 
domain—DNA interaction (Cz- 
erny et al.), 2048-2061 

Budding yeast, FAR1 regulation and 
Start transition (McKinney et 
al.), 833-843 

bZIP proteins 

dimerization specificity of leucine zip- 
per (Vinson et al.), 1047-1058 
Drosophila Sisterless-a, sex determi- 

nation (Erickson and Cline), 
1688-1702 

bZIP transcription factors, DPB regula- 
tion of C7aH circadian expres- 
sion (Lavery and _ Schibler), 
1871-1884 


Cc 


c-fos promoter, YY1 DNA-binding pro- 
tein regulates activity via effect 
on DNA structure (Natesan and 
Gilman), 2497-2509 


c-Jun 
activity, repressed by JunB (Deng and 
Karin), 479-490 
protein kinase JNK potentiates activa- 
tion domain (Hibi et al.}, 2135— 
2148 
c-jun 
locus, null mutation causes embry- 
onic lethality and retarded cell 
growth in mice (Johnson et al.}, 
1309-1317 
proto-oncogene, null mutation causes 
embryonic lethality (Johnson et 
al.), 1309-1317 
c-myc function, as analyzed by c-myc 
mutant ES cell lines (Davis et 
al.), 671-682 
C-signaling, M. xanthus, spore differen- 
tiation (Sager and Kaiser), 1645— 
1653 
C/EBP-like protein NF-M, in combina- 
tion with Myb protein forms bi- 
partite myeloid signal (Ness et 
al.), 749-759 
Caenorhabditis elegans 
CNS cell fates, HOM-C gene interac- 
tions (Salser et al.), 1714-1724 


migration gene egl-43 (Garriga et al.), 
2097-2109 
mRNA surveillance by smg genes (Pu- 
lak and Anderson), 1885-1897 
programmed cell death {White}, 2277- 
2284 Meeting Review 
sex determination, her-1 gene (Perry et 
al.), 216-228 
Tcl transposase, characterization of 
(Vos et al.), 1244-1253 
unc-52 gene encodes basement mem- 
brane proteoglycan (Rogalski et 
al.), 1471-1484 
vulval signaling pathway (Miller et 
al.), 933-947 
Calcium signaling, regulates Jun activity 
(Ullman et al.}, 188—196 
cAMP 
intracellular and extracellular, role in 
D. discoideum cell differentia- 
tion (Pitt et al.), 2172-2180 
-mediated signal transduction, and 
Drosophila development (Lane 
and Kalderon), 1229-1243 
phosphodiesterase (PDE}, Drosophila, 
and dunce (dnc) learning/mem- 
ory gene (Qiu and Davis}, 1447— 
1458 
receptor gene famiies, Dictyostelium 
(Saxe et al.), 262-272 
receptor subtype, cAR3, Dictyostel- 
ium multicellular stage (John- 
son et al.}, 273-282 
Cancer. See Human cancer 
Candida glabrata, copper detoxification, 
autoregulation of metalloregu- 
latory factor (Zhou and Thiele), 
1824-1835 
CAR2 cAMP receptor gene, D. discoi- 
deum, role in late development 
of (Saxe et al.), 262-272 
cAR3 cAMP receptor subtype, Dictyos- 
telium multicellular stage (John- 
son et al.}, 273-282 
Carboxy-terminal 
dimerization interface, differential ori- 
entations of (Kurokawa et al.}, 
1423-1435 
repeat domains (CTDs), of RNA poly- 
merases ILA/IIO, phosphoryla- 
tion of (Weeks et al.), 2329- 
2344 
tail, of S. cerevisiae a2 protein (Mak 
and Johnson), 1862—1870 
Catalytic RNA molecules, ribozymes, 
substrate selection rules (Joseph 
et al.}, 130-138 
Caulobacter, pole-specific gene expres- 
sion, regulated by phosphoryla- 
tion of transcriptional activator 
(FIbD) (Wingrove et al.}, 1979- 
1992 
Cdc28 protein kinase 
interaction with Cksl in S. cerevisiae 
(Tang and Reed), 822-832 
S. cerevisiae, asociation with cyclins 
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(Schwob and Nasmyth), 1160— 
1175 
Cell cycle 
Caulobacter, polar localization of gene 
products (Wingrove et al.), 
1979-1992 
gene product. See Human cell cycle 
gene (CCGI1) product 
mice, G, phase control by D-type cy- 
clins (Quelle et al.}, 1559-1571 
progression 
association of E2F with p130 (Co- 
brinik et al.), 2392-2404 
role of cyclin D1 in G,/S transition 
(Baldwin et al.), 812-821 
regulators, cdc25* and weel* (Ki- 
noshita et al.), 1059-1071 
transition, S. cerevisiae, Cksl func- 
tions at multiple points (Tang 
and Reed), 822-832 
Cell death (programmed), apoptosis 
(White), 2277-2284 Meeting Re- 
view 
Cell differentiation 
Dictyostelium discoideum, roles of 
cAMP (Pitt et al.), 2172-2180 
monocyte/macrophage differentiation 
(Ayer and Eisenman), 2110— 
2119 
Cell division cycle, alteration of cyclin- 
dependent kinases in oncogeni- 
cally transformed cells (Xiong et 
al.), 1572-1583 
Cell fate 
C. elegans CNS, HOM-C gene interac- 
tions (Salser et al.), 1714-1724 
determinate vs. indeterminate, role of 
KNI1 (Sinha et al.), 787-795 
Drosophila dorsal mesoderm, homeo 
box genes tinman and bagpipe 
(Azpiazu and Frasch), 1325- 
1340 
Drosophila embryonic ectoderm, ven- 
tral development requires EGF 
receptor homolog DER (Raz and 
Shilo}, 1937-1948 
Drosophila eye development, role of 
ttk transcriptional repressor 
(Xiong and Montell), 1085-1096 
Cell growth 
regulation, and nucleolar oncoprotein 
LYAR (Su et al.}, 735-748 
retardation of in c-jun mutant mice 
(Johnson et al.}, 1309-1317 
role of proto-oncogene c-jun (Johnson 
et al.}, 1309-1317 
Cell identity, coupling of (Yuan et al.), 
1584-1597 
Cell interactions, C. elegans sex deter- 
mination (Perry et al.), 216-228 
Cell migration, C. elegans, HSN motor 
neuron regulation by egl-43 
gene (Garriga et al.), 2097-2109 
Cell proliferation 
inhibition of by p107 and pRB (Zhu et 
al.), 1111-1125 
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role of cyclin D1 (Baldwin et al.), 812- 
821 
Cell-cell interactions, pollen—stigma 
interactions in Arabidopsis 
(Preuss et al.), 974-985 
Cell-cycle regulation, retinoblastoma 
protein interactions (Durfee et 
al.), 555-569 
Cell-signaling pathway, lin-31 regulates 
C. elegans vulval cell lineages 
(Miller et al.), 933-947 
Cellular growth regulation, p53 (Bargon- 
etti et al.), 2565-2574; (Pavlet- 
ich et al.), 2556-2564; (Wang et 
al.), 2575-2586 
Cellular protein p107, as compared with 
retinoblastoma protein pRB 
(Zhu et al.), 1111-1125 
Cellular transcriptional repressors (IBP- 
s), of SV40—-MLP (Wiley et al.), 
2206-2219 
Central nervous system development, 
Drosophila, role of POU homeo 
domain gene (Yang et al.), 504— 
516 
Chemical nuclease, conversion of HU 
protein (Lavoie and Chaconas), 
2510-2519 
Chick, B-globin chromatin, GATA-1 and 
NF-E4 activated (Barton et al.), 
1796-1809 
Chimeric proteins, WntCD4 and 
WntCD8, transmembrane ac- 
tivity (Parkin et al.), 2181-2193 
Chinese hamster cells, DHFR gene, 
chromatid fusion initiates am- 
plification (Ma et al.), 605-620 
Cholesterol homeostasis, DPB regula- 
tion of C7aH circadian expres- 
sion (Lavery and _ Schibler), 
1871-1884 
Chromatid fusion, initiates gene ampli- 
fication (Ma et al.}, 605-620 
Chromatin 
assembly, Xenopus oocyctes, coupled 
to replication represses basal 
transcription (Almouzni and 
Wolffe), 2033-2047 
chick B-globin gene (Barton et al.), 
1796-1809 
nuclear, factor access in (Jenuwein et 
al.), 2016-2032 
spreads, terminal balls of (Mougey et 
al.), 1609-1619 
structure 
and HMG proteins (Paull et al.), 
1521-1534 
biochemical analysis (Kamakaka et 
al.), 1779-1795 
structure, yeast, affected by SNF2 
ATPase activity (Laurent et al.), 
583-591 
transcriptionally competent state in T. 
thermophila, histone H2A vari- 
ant hv (Stargell et al.), 2641- 
2651 


Chromosomal replication origins, S. cer- 
evisiae, role of MCM2 and 
MCMs3 proteins in initiation of 
DNA synthesis (Yan et al.), 
2149-2160 
Chromosome breaks, repair by new te- 
lomere formation (Kramer and 
Haber), 2345-2356 
Chromosome elongation, Tetrahymena 
telomerase (Collins and Grei- 
der), 1364-1376 
Ciliates 
E. crassus 
circle junctions of IESs (Klobutcher 
et al.}, 84-94 
Tec element excision (Jaraczewski 
et al.), 95-105 
internal DNA deletion (Godiska et al.}, 
2357-2365 
T. thermophila nuclear development, 
hvl association with transcrip- 
tionally competent chromatin 
(Stargell et al.), 2641-2651 
Circadian transcription, of rat choles- 
terol 7a hydroxylase (C7aH) 
gene, DBP regulation (Lavery 
and Schibler), 1871-1884 
Circular DNA, E. crassa excised DNA 
(Klobutcher et al.), 84-94 
Cks1, multiple functions of in cell cycle 
transitions (Tang and Reed), 
822-832 
Cloning 
of human TFIIA a subunit (Ma et al.), 
2246-2257 
of human TFIIA p35 and p19 subunits 
(DeJong and Roeder), 2220-2234 
Coat color, mice, agouti and lethal yel- 
low (Miller et al.), 454-467 
Coding end sequence, and V(D)J recom- 
bination (Gerstein and Lieber), 
1459-1469 
Coiled-coil domains, and subcellular lo- 
calization of HSF2 (Sheldon and 
Kingston), 1549-1558 
Cold sensitivity, and ribosome assembly 
(Dammel and Noller), 660-670 
Conditional alleles, of GATA-1, GATA- 
2, and GATA-3 (Briegel et al.), 
1097-1109 
Context-dependent activation, hLEF/ 
TCF-las activation domain 
(Carlsson et al.), 2418-2430 
Cooperative dimerization, of homeo do- 
mains (Wilson et al.), 2120— 
2134 
Cooperative DNA binding, p53 and 
TFIID subunit TBP to DNA 
(Chen et al.), 1847-1849 
Cooperativity constant, binding of 
NTRC protein to glnA enhancer 
(Porter et al.), 2258-2273 
Copper detoxification, C. glabrata, auto- 
regulation of metalloregulatory 
factor (Zhou and Thiele), 1824— 
1835 





Cosuppression, of petunia pPMADS1 gene 
(van der Krol et al.), 1214—1228 

Cross-linking, of U1 snRNP to 3’-termi- 
nal exons (Wasserman and 
Steitz), 647-659 

CTD. See Carboxy-terminal repeat do- 
mains 

Cyclic AMP. See cAMP 

Cyclin D-pRb interactions (Kato et al.), 
331-342 

Cyclin D1 nuclear protein, role in G,/S- 
phase transition (Baldwin et al.), 
812-821 

Cyclin-dependent kinases (CDKs) 

identification of proteins that interact 
with them (Hannon et al.), 
2378-2391 
alteration of in oncogenically trans- 

formed cells (Xiong et al.), 
1572-1583 

Cyclins, interacation with Rb protein 
(Hannon et al, ), 2378-2391 

Cyclins A and E, interaction with E1A- 
associated p130 and p107 pro- 
teins (Li et al.), 2366-2377 

cyclops mutant embryos, zebrafish, al- 
tered expression of Axial 
(Strahle et al.), 1436-1446 

Cyclosporin A-sensitive mechanism, 
calcium triggered, and Jun ac- 
tivity (Ullman et al.}, 188-196 

Cys/His zinc finger gene family, Zn-15 is 
novel member critical for GH 
gene expression (Lipkin et al.}, 
1674-1687 

Cytochrome d oxidase, production of in 
E. coli (Siegele and Kolter), 
2629-2640 

Cytochrome oxidase genes, NRF-2 acti- 
vation of (Virbasius et al.}, 380— 
392 


D 


D-type cyclins, mice, rate limiting for G, 
phase of cell cycle (Quelle et 
al.), 1559-1571 

DBP bZIP transcription factor, regula- 
tion of C7aH circadian expres- 
sion (Lavery and _ Schibler), 
1871-1884 

Deadenylation, yeast mRNAs (Decker 
and Parker), 1632-1643 

Decapentaplegic (dpp) Drosophila gene 
expression, interplay between 
enhancer and silencer elements 
fine-tune expression (Huang et 
al.), 694-704 

DER (EGF receptor homolog}, required 
for Drosophila ventral ectoderm 
development (Raz and Shilo}, 
1937-1948 

Developmental regulation, human 
B-globin, HS regions of LCR 
(Fraser et al.!, 106-113 


Developmental signals, B. subtilis 


Spo0A activation, phospho-re- 
lay (Ireton et al.}, 283-294 
Dictyostelium discoideum 
cAMP receptor subtype cAR3 (Johnson 
et al.), 273-282 
development, G-protein §-subunit 
(Lilly et al.), 986-995 
development regulated by sequentially 
expressed cAMP receptors (Saxe 
et al.), 262-272 
rescue of aca’ by extracellular cAMP 
(Pitt et al.), 2172-2180 
Differential gene regulation, Oct-1 and 
Oct-2 (Cleary et al.}, 72-83 
Differentiation, of M. xanthus spores 
(Sager and Kaiser), 1645-1653 
Digital imaging, identification of differ- 
entially phosphorylated forms 
of RNA Pol II (Weeks et al.), 
2329-2344 
Dihydrofolate reductase (DHFR) gene, 
Chinese hamster cells, chroma- 
tid fusion initiates amplifica- 
tion (Ma et al.}, 605-620 
Dimerization 
interfaces, within DNA-binding do- 
mains (Perlmann et al.), 1411- 
1422 
specificity 
of bZIP leucine zipper (Vinson et 
al.), 1047-1058 
of myogenic bHLH DNA-binding fac- 
tors, directed by hydrophilic resi- 
dues (Shirakata et al.), 2456-2470 
Direct repeats, and receptor activation 
(Perlmann et al.), 1411-1422 
disabled (dab) Drosophila gene, genetic 
modifier of ab] gene (Gertler et 
al.), 441-453 
DNA amplification, Sciara DNA puff 
loci, replication origin (Liang et 
al.), 1072-1084 
DNA bending 
in c-fos promoter induced by YY1 
(Natesan and Gilman), 2497- 
2509 
domains, in C. elegans Tcl trans- 
posase (Vos et al.}, 1244-1253 
HU promoted in Mu transpososome 
(Lavoie and Chaconas}, 2510— 
2519 
mediated by HMGI1 and HMG? (Paull 
et al.), 1521-1534 
DNA-binding 
activity, of o-factors (Dombroski et 
al.), 2446-2455 
dimerization motifs, JunB and c-Jun 
(Deng and Karin), 479-490 
domain 
of murine p53 (Wang et al.), 2575— 
2586 
of nuclear receptors, dimer interac- 
tions within (Perlmann et al.), 
1411-1422 
of Oxytricha telomere-binding pro- 
tein (Fang and Cech), 870-882 


polarity and _ orientation of 
(Kurokawa et al.}, 1423-1435 
of p53 
central conserved portion and co- 
incides with major mutation 
hot spots (Pavletich et al.}, 
2556-2564 
central conserved region and site 
of major mutations (Bargonetti 
et al.), 2565-2574 
factors, HLH domains (Shirakata et 
al.), 2456-2470 
motif 
paired domain of transcription fac- 
tor BSAP (Pax-5) (Czerny et al.}, 
2048-2061 
POU domain factors, spacing and 
orientation of bipartite DNA 
sites as functional determinants 
(Li et al.), 2483-2496 
protein 
bZIP class (Vinson et al.), 1047-1058 
characterization of early B-cell fac- 
tor (Hagman et al.}, 760-773 
Drosophila dl protein, repression of 
dpp (Huang et al.), 694~—704 
Ets family of (Shin and Koshland), 
2006-2015 
identification of site-specific HU- 
binding site (Lavoie and Chaco- 
nas), 2510-2519 
new class represented by NRF-1, 
P3A2, and EWG (Virbasius et 
al.), 2431-2445 
YY1 function and DNA bending in 
c-fos promoter (Natesan and 
Gilman), 2497-2509 
DNA breaks, double-stranded signal se- 
quence breaks in V(D)J recom- 
bination, 5'-phosphorylated, 
RAG-dependent, and cell cycle 
regulated (Schlissel et l.}, 
2520-2532 
DNA elimination, E. crassus (Jaracze- 
wski et al.), 95-105 
DNA excision, E. crassus macronuclear 
development, circle junctions of 
IESs (Klobutcher et al.}, 84-94 
DNA footprinting, site-specific footprint 
of sequence-independent DNA- 
binding protein (HU) (Lavoie 
and Chaconas), 2510-2519 
DNA methylation, and imprinted genes 
(Bartolomei et al.), 1663-1673 
DNA rearrangements, Tetrahymena, 
programmed DNA deletion 
(Godiska et al.), 2357-2365 
DNA repair 
recombination complex, S. cerevisiae 
Rad52—Rad51 interaction 
(Milne and Weaver), 1755-1765 
and S. cerevisiae RAD6 gene (Watkins 
et al.), 250-261 
DNA replication 
and gene activation (|Kamakaka et al.), 
1779-1795 
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S. cerevisiae 
B cyclins (Schwob and Nasmyth), 
1160-1175 
role of MCM2 and MCM3 protein in 
initiation of DNA synthesis 
(Yan et al.}, 2149-2160 
DNA structure 
DNA bending of c-fos promoter (Nate- 
san and Gilman), 2497-2509 
spacing and orientation of bipartite 
DNA-binding motifs (Li et al.), 
2483-2496 
triplex formation in E. coli (Kohwi and 
Panchenko), 1766-1778 
DNA synthesis, coupled to chromatin 
assembly process in Xenopus 
oocytes (Almouzni and Wolffe), 
2033-2047 
DNA tumor viruses, SV40, early-to-late 
shift in transcription (Wiley et 
al.), 2206-2219 
DNA-protein interactions. See also Pro- 
tein—DNA interactions 
DNA-TBP binding, ADI inhibits in 
ATP-dependent manner (Auble 
and Hahn), 844-856 
dnc. See dunce 
Dominant negative alleles, S. cerevisiae 
RAD52 (Milne and Weaver}, 
1755-1765 
Dominant-negative regulation, extinc- 
tion of TAT gene in somatic cell 
hybrids (Nitsch et al.), 308-319 
dorsal (dl) morphogen 
dpp repression (Huang et al.), 694-704 
HLH protein interactions, differentia- 
tion of embryonic mesoderm 
and neuroectoderm (Gonzalez- 
Crespo and Levine), 1703-1713 
Dorsal mesoderm, Drosophila, cell fate 
determination (Azpiazu and Fr- 
asch), 1325-1340 
Dorsal—ventral polarity, Drosophila em- 
bryonic ectoderm, ventralizing 
effect of DER (Raz and Shilo), 
1937-1948 
Dorsoventral axis formation, Drosophila 
oogenesis, role of squid (sqd) 
gene (Kelley), 948-960 
Dorsoventral patterning, Xenopus (Sive), 
1-12 Review; (Christian and 
Moon), 13-28 
Double-strand break (DSB) repair, S. cer- 
evisiae Rad52 protein (Milne 
and Weaver), 1755-1765 
Doublesex proteins, Drosophila, sex-spe- 
cific transcriptional regulation 
of yolk protein genes (Coschi- 
gano and Wensink), 42-54 
dpp signaling pathway, Drosophila dor- 
salizing cell fate (Raz and Shilo), 
1937-1948 
Drosophila melanogaster 
abl tyrosine kinase function, dosage- 
sensitive modifiers of (Gertler 
et al.), 441-453 
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alternative RNA splicing of bHLH fac- 
tor (Klein et al.), 55-71 

antineurogenic activity from trun- 
cated Notch proteins (Lieber et 
al.), 1949-1965 

aristaless prd-type homeo box gene 
(Schneitz et al.), 114-129 

development, cAMP-mediated signal 
transduction (Lane and Kal- 
deron), 1229-1243 

dorsal mesoderm, cell fate determina- 
tion (Azpiazu and _ Frasch), 
1325-1340 

dpp gene, interplay between enhancer 
and silencer elements fine-tune 
expression (Huang et al.), 694— 
704 

embryo, cell fate, role of p21***/Ras1 in 
torso signaling (Lu et al.}, 621- 
632 

embryonic mesoderm and neuroecto- 
derm differentiation, dorsal 
(dl|}-HLH interactions (Gonza- 
lez-Crespo and Levine}, 1703- 
1713 

embryos, signal transduction, Ras-1 
and Sos function in Torso path- 
way (Doyle and_ Bishop}, 
633-646 

eye development, tramtrack (ttk) lo- 
cus and cell fate (Xiong and 
Montell}, 1085-1096 

homeo domain protein, Eve (Han and 
Manley}, 491-503 

homeotic gene regulation and Poly- 
comb group (Fauvarque and 
Dura), 1508-1520 

homeotic genes, in vivo functional 
specificity of proteins (Chan 
and Mann), 796-811 

homeotic selector gene Abd-B, regula- 
tion of downstream target gene 
ems (Jones and McGinnis), 229— 
240 

imaginal disc, pattern formation and 
protein phosphatase 2A (Ue- 
mura et al.), 429-440 

learning/memory dunce (dnc) gene, 
genetic dissection of structur- 
ally complex gene (Qiu and 
Davis), 1447-1458 

maternal effect gene torso-like (tsl) 
(Savant-Bhonsale), 2548-2555 

modifier genes, su(f), homology to S. 
cerevisiae RNA14 (Mitchelson 
et al.}, 241-249 

molecular characterization of irreC— 
roughest locus (Ramos et al.}, 
2533-2547 

morphogenesis, nonmuscle myosin 
heavy chain function (Young et 
al.), 29-41 

mRNA, sequence-specific endonucle- 
otic cleavage and protection of 
(Brown et al.), 1620-1631 

oogenesis, dorsoventral axis forma- 


tion, role of squid (sqd) gene 
(Kelley), 948-960 
p230, TFIID subunit, functional ho- 
molog to human CCGI1 
(Kokubo et al.), 1033-1046 
peripheral neurogenesis (Ghysen et 
al.), 723-733 Review 
POU homeo domain gene, specifies 
CNS precursor cell fate (Yang et 
al.), 504-516 
rhomboid (rho) gene, mediates wing 
vein formation and interacts 
with EGF-R signaling pathway 
(Sturtevant et al.), 961-973 
Sex combs reduced (Scr) gene, mouse 
Hox-1.3 gene functionally sub- 
stitutes for (Jiagang et al.}, 343— 
354 
sex determination, bZIP protein ho- 
molog encoded by sis-a gene 
{Erickson and Cline), 1688- 
1702 
structural conservation of su(Hw) in 
different species (Harrison et 
al.}, 1966-1978 
TFIIA large subunit (dTFIIA-L), molec- 
ular cloning and properties of 
(Yokomori et al.}, 2235-2245 
TFIID, dTAF,,30a and dTAF,308 sub- 
units (Yokomori et al.), 2587— 
2597 
tissue-specific transcription factor 
NTF-1, isoleucine-rich activa- 
tion domain (Attardi and Tjian), 
1341-1353 
ventral ectoderm development, EGF 
receptor homolog DER required 
(Raz and Shilo}, 1937-1948 
visualizing RNA Pol IIA and Pol II0 in 
situ (Weeks et al.}, 2329-2344 
DSB. See Double-strand break 
dunce (dnc) learning/memory gene, 
Drosophila, genetic dissection 
of structurally complex gene 
(Qiu and Davis), 1447-1458 
Dwarfism, in mice, and retinoblastoma 
gene (Bignon et al.), 1654-1662 


E 


E complex, mammalian, association of 
5' and 3’ splice sites (Michaud 
and Reed), 1008-1020 

E1A oncogene, adenovirus, induction of 
adoptosis (Debbas and White), 
546-554 

E1A. See also Adenovirus E1A-associ- 
ated proteins 

E1B oncogene, adenovirus, inhibition of 
p53-dependent apoptosis (Deb- 
bas and White ), 546-554 

E2F transcription factor, association 
with p130 ElA-associated pro- 
tein (Cobrinik et al.), 2392-2404 

E2F-1/DP-1 heterodimerization, cooper- 





ative trans-activation (Helin et 
al.), 1850-1861 
E2F-mediated transcription, inhibition 
by pRB and pl07 (Zhu et al.}, 
1111-1125 
Early B-cell factor (EBF), novel regulator 
of B lymphocyte-specific gene 
expression (Hagman et al.}, 760— 
773 
Early regions 1A and 1B (E1A and E1B), 
human adenovirus 5 (Lowe and 
Ruley), 535-545 
Ectopic expression, of Drosophila ts] ma- 
ternal effect gene (Savant-Bhon- 
sale), 2548-2555 
EGF. See Epidermal growth factor 
egl-43 cell migration gene, C. elegans, 
encodes two zinc finger proteins 
(Garriga et al.), 2097-2109 
Elastase gene, transcriptional enhancer, 
bifunctional element of (B ele- 
ment) (Kruse et al.), 774-786 
Elongation, chromosome, Tetrahymena 
telomerase (Collins and Grei- 
der), 1364-1376 
Embryogenesis, mouse, regulation of 
myogenin gene (Yee and Rigby), 
1277-1289 
Embryonic growth, mice, role of pleio- 
tropic hormone IGF-I (Powell- 
Braxton et al.), 2609-2617 
Embryonic lethality 
c-jun mutant mice (Johnson et al.), 
1309-1317 
mice 
homozygous lethal yellow (A”) mu- 
tation (Michaud et al.), 1203— 
1213 
mK8 deficiency (Baribault et al.), 
1191-1202 
Embryonic mesoderm, Drosophila, dor- 
sal (dl}-HLH interactions 
(Gonzalez-Crespo and Levine}, 
1703-1713 
Empty spiracles (ems) homeo box gene, 
Drosophila, downstream target 
gene of Abd-B (Jones and 
McGinnis), 229-240 
Endocrine tissue, pancreas, common de- 
velopmental origin with exo- 
crine tissue (Kruse et al.}, 774— 
786 
Endonucleolytic cleavage, Xenopus and 
Drosophila mRNA (Brown et 
al.), 1620-1631 
Enhancer 
bifunctional element within pancreas- 
specific elastase gene (Kruse et 
al.), 774-786 
element, of Drosophila dpp gene, in- 
teraction with silencer ele- 
ments (Huang et al.), 694-704 
enhancer of splicing (SE element) in fi- 
bronectin alternate ED1 exon, 
splice site selection (Lavigueur 
et al.), 2405-2417 


function, immunoglobulin p enhancer 
core, role in nuclear chromatin 
factor access (Jenuwein et al.), 
2016-2032 
fat body (FBE), Drosophila yolk protein 
genes (Coschigano and Wen- 
sink), 42-54 
glnA gene, oligomerization of NTRC 
protein required for transcrip- 
tional activation (Porter et al.}, 
2258-2273 
of mouse pit-1 gene (Rhodes et al.}, 
913-932 
TCRa enhancer in T cells, activation 
of (Carlsson et al.}, 2418-2430 
Enteric bacteria, oligomerization of 
NTRC at the glnA enhancer 
(Porter et al.), 2258-2273 
Epidermal growth factor (EGF) 
receptor homolog, DER, required for 
Drosophila ventral ectoderm 
development (Raz and Shilo}, 
1937-1948 
receptor tyrosine kinase pathway, 
Drosophila embryo (Doyle and 
Bishop), 633-646 
ERS. See Exon recognition system 
Erythrocyte development, human fetal/ 
adult (Bierhuizen et al.), 468— 
478 
Erythroid 
differentiation, role of individual 
GATA transcription factors 
(Briegel et al.), 1097-1109 
protein cGATA-1, activates §-globin 
chromatin along with NF-E4 
(Barton et al.), 1796-1809 
ES cell lines, c-myc homozygous and 
heterozygous mutants (Davis et 
al.), 671-682 
Escherichia coli, HU protein (Lavoie and 
Chaconas}, 2510-2519 
outer membrane proteins (OMP), ex- 
pression modulates activity of 
o* (Mecsas et al.}, 2618-2628 
RNA polymerase, o”° subunit of 
(Makino et al.}, 149-160 
SbmA antibiotic transport protein, 
Rhizobium BacA is homologous 
to (Glazebrook et al.), 1485— 
1497 
surB1 mutant defective in resuming 
growth after starvation (Siegele 
and Kolter}, 2629-2640 
termination and antitermination of 
transcription, NusG—p interac- 
tion (Li et al.), 161-172 
transcription factor FNR and oxygen 
availability (Lazazzera et al.}, 
1993-2005 
transcription-induced intramolecular 
triplex formation (Kohwi and 
Panchenko}, 1766-1778 
ESE. See Exonic splicing enhancer 
ETS domain activator, cellular role in ac- 
tivation of nuclear genes speci- 


fying mitochondrial respiratory 
function (Virbasius et al.}, 380— 
392 
Ets oncoprotein family, PU.1 transcrip- 
tion factor is identical to NF-JB 
(Shin and Koshland), 2006-2015 
Ets transcription factors, function of in 
lymphoid cells (Shin and Kosh- 
land), 2006-2015 
Eukaryotic transcription factor, TBP 
(Hernandez), 1291-1308 Review 
Euplotes crassus 
circle junctions of IESs (Klobutcher et 
al.), 84-94 
Tec element excision (Jaraczewski et 
al.), 95-105 
Even-skipped (Eve) protein, Drosophila, 
transcriptional repression by 
(Han and Manley}, 491-503 
Evolutionary conservation 
cleavage and protection of mRNA 
(Brown et al.), 1620-1631 
comparison of vertebrate and hypotri- 
chous ciliate telomeres (Carde- 
nas et al.), 883-894 
Dictyostelium G-protein B-subunit is 
homologous to human, Droso- 
phila and C. elegans B-subunits 
(Lilly et al.), 986-995 
functional domains of Drosophila 
su(Hw) protein (Harrison et al.}, 
1966-1978 
mouse Hox-1.3 and Drosophila Src are 
functionally equivalent (Jiagang 
et al.), 343-354 
RAD6 gene (Watkins et al.), 250-261 
region in GH promoter (Lipkin et al.), 
1674-1687 
tRNA processing complexes (Mougey 
et al.), 1609-1619 
zinc finger Krox20 gene (Swiatek and 
Gridley), 2071-2084 
Exclusion systems, bacteriophage 22 
(Ranade and Poteete}, 1498— 
1507 
Exocrine tissue, pancreas, common de- 
velopmental origin with endo- 
crine tissue (Kruse et al.}, 774— 
786 
Exon recognition sequence (ERS), role in 
splice site selection (Watakabe 
et al.), 407-418 
Exonic splicing enhancer (ESE), of bovine 
growth hormone (bGH}, SF2/ 
ASF binding promotes alterna- 
tive splicing (Sun et al.), 2598— 
2600 
Export signals, of pre-Ul snRNA in X. 
laevis (Terns et al.}, 1898-1908 
Extinction, of tyrosine aminotransferase 
(TAT) gene activity in somatic 
cell hybrids (Nitsch et al.), 308— 
319 
Extracellular cAMP, D. discoideum de- 
velopment (Johnson et al.}, 273— 
282; (Saxe et al.), 262-272 
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Eye development, Drosophila, 
irregular chiasm C-roughest (irreC- 
rst) locus (Ramos et al.}, 2533- 
2547 
role of transcriptional repressor ttk 
(Xiong and Montell), 1085-1096 


F 


Factor access, in nuclear chromatin 
(Jenuwein et al.), 2016-2032 

Factor/response element recognition, 
modulated by translational po- 
sitioning of nucleosome (Li and 
Wrange), 2471-2482 

FAH and Fah. See Fumarylacetoacetate 
hydrolase 

FARI regulation, budding yeast cell cy- 
cle Start (McKinney et al.}, 833— 
843 

Fat body enhancer (FBE), of Drosophila 
yolk protein genes (Coschigano 
and Wensink), 42—54 

Fetal/adult human erythrocytes, i/I anti- 
gen conversion (Bierhuizen et 
al.), 468-478 

Fibroblast growth factor (FGF), Xenopus 
mesoderm induction and Xnot 
induction (von Dassow et al.}, 
355-366 

Fibronectin (human), alternate ED1 
exon, splicing enhancer in and 
splice site selection (Lavigueur 
et al.), 2405-2417 

Fission yeast, ppa2 phosphatase, mitotic 
role of (Kinoshita et al.), 1059- 
1071 

Flagellar promoters, Caulobacter, tem- 
poral and spatial transcription 
of (Wingrove et al.), 1979-1992 

FibD transcriptional activator, phospho- 
rylation of regulates pole-spe- 
cific gene expression (Wingrove 
et al.), 1979-1992 

Floor plate, cyclops mutant embryos, 
Axial gene expression (Strahle 
et al.), 1436-1446 

FNR transcription factor, E. coli, activity 
regulated by oxygen availability 
(Lazazzera et al.), 1993-2005 

fork head |fkh) Drosophila gene, acti- 
vated by mouse Hox-1.3 (Jia- 
gang et al.), 343-354 

fork head/HNF3 gene family, Axial gene 
expression in zebrafish embryos 
(Strahle et al.), 1436-1446 

FRGY2 Y box-protein, X. laevis, role in 
transcription and translation 
(Ranjan et al.}, 1725-1736 

Fumarylacetoacetate hydrolase (Fah), 
loss of function, neonatal de- 
fects found in lethal albino mice 
(Grompe et al.), 2298-2307 

Fumarylacetoacetate hydrolase (Fah) 
gene, disruption of and lethal 
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mice albino phenotype (Kelsey 
et al.), 2285-2297 


G 


G-protein B-subunit, essential for Dicty- 
ostelium development, homol- 
ogy to human, Drosophila, and 
C. elegans B-subunits (Lilly et 
al.), 986-995 

GALI S. cerevisiae gene, activation of 
(Axelrod et al.), 857-869 

GAL4 transcriptional activator protein, 
disruption of repressing nucleo- 
some during GALI transcrip- 
tional activation (Axelrod et 
al.), 857-869 

Gal4—VP16 transcriptional activator, 
replication-dependent mecha- 
nism (Kamakaka et al.), 1779- 
1795 

yF-crystallin gene expression, regulation 
by retinoic acid (RA) (Tini et 
al.), 295-307 

Gastrula organizing region, Xenopus em- 
bryo, novel Xnot homeo box 
gene (von Dassow et al.), 355— 
366 

GATA transcription factors, role in ery- 
throid differentiation (Briegel et 
al.), 1097-1109 

Gene activation, and DNA replication 
(Kamakaka et al.}, 1779-1795 

Gene amplification, initiated by chroma- 
tid fusion (Ma et al.}, 605-620 

Gene rearrangement, V(D)J recombina- 
tion (Schlissel et al.), 2520-2532 

Gene regulation, and dimerization spec- 
ificity (Shirakata et al.}, 2456— 
2470 

Gene targeting, of c-myc in ES cells 
(Davis et al.), 671-682 

Genetic modifiers (dosage-sensitive), of 
Drosophila abl tyrosine kinase 
function, pros and dab (Gertler 
et al.), 441-453 

glnA gene, transcriptional activation, 
oligomerization of NTRC at the 
enhancer (Porter et al.), 2258— 
2273 

Glucocorticoid receptor (GR), affinity to 
glucocorticoid response  ele- 
ment (GRE) and nucleosomal 
positioning (Li and Wrange}, 
2471-2482 

Glucocorticoid reponse element (GRE), 
translational positioning of nu- 
cleosome modulates GR affin- 
ity (Li and Wrange), 2471-2482 

GR. See Glucocorticoid receptor 

GRE. See Glucocorticoid response ele- 
ment 

Growth 

dwarfism in mice and RB gene (Bignon 
et al.), 1654-1662 
inhibition, and transforming growth 


factors B (TGFs-B) (Pierce et al.), 
2308-2317 
phase, E. coli, transition from station- 
ary phase (Siegele and Kolter), 
2629-2640 
suppression, by pRB and p107 (Zhu et 
al.), 1111-1125 
Growth hormone. See also Bovine 
growth hormone 
Growth hormone (GH) gene expression, 
and zinc finger factor Zn-15 
(Lipkin et al.), 1674-1687 
G, phase of cell cycle, mice, control by 
D-type cyclins (Quelle et al.), 
1559-1571 
Gypsy retrotransposon, mutagenic effect 
in Drosophila genes, mediated 
by su(Hw) protein (Harrison et 
al.), 1966-1978 


H 


H19 mouse gene, parental imprinting 
(Bartolomei et al.), 1663-1673 
Hair follicle development, transgenic 
mice, role of TGF-f-related 
molecules (Blessing et al.) (204— 
215) 
HAT4 gene of A. thaliana, encodes de- 
velopmental regulator (Schena 
et al.), 367-379 
Heat shock 
E. coli (Mecsas et al.), 2618-2628 
factor 3 (HSF2), subcellular localiza- 
tion regulated by hydrophobic 
coiled-coil domains (Sheldon 
and Kingston), 1549-1558 
genes, transcription of, hypo- and hy- 
perphosphorylated forms of Pol 
II (Weeks et al.), 2329-2344 
HeLa cells, purification of TFIIA subunit 
complex, p35, p19, and p12 (De- 
Jong and Roeder}, 2220-2234 
HeLa NRF-2 cells, sequence identity 
with mouse GA-binding protein 
(GABP) (Virbasius et al.), 380— 
392 
Helical switching, in ribosome assembly 
(Dammel and Noller), 660-670 
Helix—loop-helix. See also bHLH pro- 
tein; HLH protein 
Helix—loop-helix domains, of MyoD and 
E12 (Shirakata et al.), 2456— 
2470 
Hematopoiesis, combinatorial activators 
of myeloid genes (Ness et al.), 
749-759 
her-1 C. elegans gene, secreted product 
of and male development (Perry 
et al.), 216-228 
Hereditary tyrosinemia type 1 (HT1), hu- 
man liver disease, animal model 
for (Kelsey et al.}, 2285-2297 
Herpesvirus, trans-activator VP16, core- 
cruitment with Oct-1 (Cleary et 
al.), 72-83 





Heterochromatin formation, transcrip- 
tional silencing in yeast (Braun- 
stein et al.), 592-604 
Heterocomplex switching, Myc:Max to 
Mad:Max switch accompanies 
monocyte/macrophage differen- 
tiation (Ayer and Eisenman), 
2110-2119 
Heterodimerization, of transcription fac- 
tors E2F-1 and DP-1 leads to co- 
operative trans-activation (He- 
lin et al.), 1850-1861 
Heteroduplex DNA, E. crassa, circular 
excised DNA (Klobutcher et 
al.), 84-94 
Hindbrain development, mice, role 
of zinc finger gene Krox20 
(Swiatek and Gridley), 2071- 
2084 
Histone 
acetylation, and transcriptional silenc- 
ing in yeast (Braunstein et al.), 
592-604 
H1, transcriptional repression by (Ka- 
makaka et al.}, 1779-1795 
proteins, H2A variant hv1 and T. ther- 
mophila nuclear development, 
transcriptionally competent 
chromatin (Stargell et al.), 
2641-2651 
hLEF/TCF-la transcription factor, acti- 
vation domain is context-de- 
pendent (Carlsson et al.), 2418- 
2430 
HLH protein—dorsal (dl) morphogen in- 
teractions, Drosophila, differen- 
tiation of embryonic mesoderm 
and neuroectoderm (Gonzalez- 
Crespo and Levine}, 1703-1713 
HMG protein 
hLEF/TCF-la transcription factor 
(Carlsson et al.), 2418-2430 
proteins, nucleoprotein assembly ac- 
tivities of (Paull et al.), 1521- 
1534 
HML locus, yeast, silencing at (Kyrion et 
al.), 1146-1159 
HNF-3/fork head transcription factor, 
encoded by C. elegans lin-31 
gene (Miller et al.), 933-947 
HNF3 and HNF4 transcriptional activa- 
tors, loss of activity (Nitsch et 
al.), 308-319 
hnRNA Al, counteracts positive influ- 
ence of SF2/ASF on splicing of 
bGH intron D (Sun et al.), 2598— 
2600 
HO asymmetric expression, in yeast 
(Tebb et al.), 517-528 
Holo-TFID multisubunit protein com- 
plex, interaction with adenovi- 
rus ElA activation domain 
(Boyer and Berk), 1810-1823 
Homeo box genes 
Hox A11 mutant mice (Small and Pot- 
ter), 2318-2328 


tinman and bagpipe, cell fate determi- 
nation in Drosophila dorsal me- 
soderm (Azpiazu and Frasch), 
1325-1340 
Xenopus Xnot gene, gastrula organiz- 
ing region (von Dassow et al.), 
355-366 
Homeo box maize gene KNOTTED-1 
(KN1}, role in plant cell fate 
(Sinha et al.), 787-795 
Homeo domain gene, Drosophila POU, 
role in central nervous system 
development (Yang et al.), 504— 
516 
Homeo domain protein. See also Oct-1; 
see also individual proteins 
Drosophila Even-skipped (Eve) (Han 
and Manley), 491-503 
S. cerevisiae, interaction between a2 
and al (Mak and Johnson), 
1862-1870 
Homeo domain-—leucine zipper (Hp—Zip} 
protein, encoded by Arabidop- 
sis HAT4 gene (Schena et al.}, 
367-379 
Homeo domains, cooperative dimeriza- 
tion of (Wilson et al.), 2120-2134 
Homeotic complex (HOM-C) genes, C. 
elegans CNA, gene interactions 
specifiy cell fates (Salser et al.), 
1714-1724 
Homeotic genes 
Drosophila 
Scr (Jiagang et al.), 343-354 
Ubx and Antp, functional specificity 
of proteins (Chan and Mann}, 
796-811 
regulation, Drosophila (Fauvarque and 
Dura), 1508-1520 
Homeotic selector genes, Drosophila 
Abdominal B |Abd-B), regula- 
tion of downstream target gene 
empty spiracles (ems) (Jones and 
McGinnis), 229-240 
Homeotic transformations 
Drosophila, induced by mouse 
Hox-1.3 (Jiagang et al.), 343-354 
Hox A11 mutant mice (Small and Pot- 
ter), 2318-2328 
in Hoxa-5 mutant mice (Jeannotte et 
al.), 2085-2096 
Homologous recombination, mediated 
by transcription-induced triplex 
{Kohwi and Panchenko}, 1766— 
1778 
Hormone-response elements (HREs), of 
nuclear receptors (Perlmann et 
al.), 1411-1422 
Hox homeo box genes 
Hoxa-5 (Hox1.3), role in specification 
of axial identity in mice (Jean- 
notte et al.), 2085-2096 
vertebrate hindbrain development, ex- 
pression regulated by Krox20 
(Swiatek and Gridley), 2071- 
2084 


Hox-1.3 mouse gene, functionally equiv- 
alent to Drosophila Sex combs 
reduced (Scr) gene (Jiagang et 
al.), 343-354 

Hox A11 mutant mice, homeotic trans- 
formations and limb defects in 
(Small and Potter), 2318-2328 

HSN motor neuron migration, C. ele- 
gans, regulation by egl-43 gene 
(Garriga et al.), 2097-2109 

HT1. See Hereditary tyrosinemia type 1 

HU DNA bending protein, as compared 
with HMG proteins (Paull et 
al.), 1521-1534 

HU sequence-independent DNA-binding 
protein, role in Mu transposos- 
ome assembly (Lavoie and Cha- 
conas}, 2510-2519 

Human 6-globin locus. See B-globin lo- 
cus control region (LCR) 

Human cancer 

p53 tumor suppressor gene (Pavletich 
et al.), 2556-2564, (Bargonetti et 
al.), 2565-2574; (Wang et al.), 
2575-2586 

p53 tumor suppressor protein (Prives 
and Manfredi), 529-534 Meet- 
ing Review 

Human cell cycle gene (CCG1) product, 
Drosophila p230 TFIID subunit 
is functional homolog of 
(Kokubo et al.}, 1033-1046 

Human liver disease, hereditary tyrosin- 
emia type 1 (HT1), lethal albino 
mice as animal model for 
(Kelsey et al.}, 2285-2297 

Human lung fibroblasts, cyclin D1 ex- 
pression (Baldwin et al.}, 812— 
821 

Human transcription factor IIB. See 
Transcription factor IIB 

hvl (histone H2A variant), T. thermo- 
phila, association with tran- 
scriptionally competent chro- 
matin (Stargell et al.), 2641- 
2651 

Hydrophobic coiled-coil domains. See 
Coiled-coil domains 

Hypersensitive site (HS) regions, human 
8-globin LCR, distinct develop- 
mental specificities of (Fraser et 
al.), 106-113 


I 


I-branching enzyme, B-1,-6-N-acetylglu- 
cosaminyltransferase gene fam- 
ily (Bierhuizen et al.}, 468-478 
IBP-s (initiator-binding protein of SV40), 
binding to SV40-MLP, early-to 
late shift in transcription (Wiley 
et al.), 2206-2219 
IkB 
phosphorylation of and NF-«B induc- 
tion (Mercurio et al.), 705-718 
proteins, multifunctional role for (Beg 
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and Baldwin), 2064-2070 Re- 
view 
Imaginal disc Drosophila 
development, possible role of arista- 
less (al) (Schneitz et all.), 
114-129 
pattern formation and protein phos- 
phatase 2A (Uemura et al.), 
429-440 
Immortalization, of a somatotropic pro- 
genitor (Lew et al.), 683-693 
Immunofluorescence microscopy, iden- 
tification of differentially phos- 
phorylated forms of RNA Pol II 
(Weeks et al.), 2329-2344 
Immunoglobulin 
genes 
expression in B cells, role of Oct-2 
(Corcoran et al.), 570-582 
V(D)J] recombination (Schlissel et 
al.), 2520-2532 
J-chain gene, PU.1 regulation of (Shin 
and Koshland), 2006-2015 
» enhancer core, confers factor acces- 
sibility in nuclear chromatin 
(Jenuwein et al.}, 2016-2032 
superfamily, Drosophila irreC-rst en- 
codes new transmembrane pro- 
tein (Ramos et al.), 2533-2547 
Imprinting, mouse H19 gene, DNA 
methylation (Bartolomei et al.), 
1663-1673 
In situ localization, visualizing RNA Pol 
IIA and Pol II0 (Weeks et al.), 
2329-2344 
Initiator binding protein of SV40. See 
IBP-s 
Inner membrane proteins, Rhizobium 
BacA and E. coli SbmA (Glaze- 
brook et al.), 1485-1497 
Insulin-like growth factor 
I pleiotropic hormone, essential for em- 
bryonic growth in mice (Powell- 
Braxton et al.), 2609-2617 
Il (Igf2) gene, parental imprinting (Bar- 
tolomei et al.), 1663-1673 
Interhelical salt bridge rule, dimeriza- 
tion specifity of leucine zipper- 
containing bZIP protein (Vinson 
et al.), 1047-1058 
Interleukin-2 
induction, Oct-1/OAP*° (Ullman et 
al.), 188-196 
J-chain gene transcription (Shin and 
Koshland), 2006-2015 
Intermediate filament proteins, mouse 
embryogenesis, keratin 8 (mK8) 
and keratin 18 {mK18) (Barib- 
ault et al.), 1191-1202 
Internal eliminated sequences (IESs), 
DNA elimination during E. 
crassa macronuclear develop- 
ment (Klobutcher et al.), 84-94 
Introns 
cooperation between (Neel et al.), 
2194-2205 
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of human gene encoding ribosomal 
protein $3, encodes U15 snRNA 
(Tycowski et al.), 1176-1190 
Islet of Langerhans, islet-specific ele- 
ment in an exocrine gene (Kruse 
et al.), 774-786 


J 


JNK protein kinase, binding to c-Jun po- 
tentiates activation domain 
(Hibi et al.), 2135-2148 

Jun activity, T lymphocytes, regulated 
by calcium signaling (Ullman et 
al.j, 188-196 

JunB, represses c-Jun activity (Deng and 
Karin), 479-490 


K 


Keratin 8 (mK8) and keratin 18 (mK18}, 
mouse embryogenesis, role of 
(Baribault et al.), 1191-1202 

Kinetics, synergism in transcriptional 
activation (Herschlag and 
Johnson), 173-179 Review 

KNOTTED-1 (KN1) maize homeo box 
gene, role in plant cell fate 
(Sinha et al.), 787-795 

Krox20 zinc finger gene, mouse hind- 
brain development (Swiatek and 
Gridley), 2071-2084 


L 


Learning/memory gene dunce (dnc), 
Drosophila, genetic dissection 
of structurally complex gene 
(Qiu and Davis), 1447-1458 

Leishmania major, coupled polyadenyla- 
tion and trans-splicing (LeBow- 
itz et al.), 996-1007 

Lethal albino mice, neonatal hepatic 
dysfunction and Fah deficiency 
(Grompe et al.), 2298-2307 

Lethal yellow (A”), homozygous embry- 
onic lethality in mice associ- 
ated with disruption of novel 
RNA-binding protein (Michaud 
et al.}, 1203-1213 

Leucine zipper domain, of Drosophila 
suppressor of  Hairy-wing 
[su(Hw)] protein (Harrison et 
al.), 1966-1978 

Leucine zipper, of JunB (Deng and Karin), 
479-490 

Licensing factor, S. cerevisiae MCM2- 
3-5 protein family (Yan et al.), 
2149-2160 

Limb defects, Hox A11 mutant mice 
(Small and Potter), 2318-2328 

lin-31 C. elegans gene, regulation of vul- 
val cell lineages (Miller et al.), 
933-947 


Liver 
dysfunction, of neonatal lethal albino 
mice, Fah deficiency (Grompe 
et al.), 2298-2307 
fetal integrity, role of MK8/mK18 (Bar- 
ibault et al.), 1191-1202 
-specific gene expression, (Kelsey et 
al.), 2285-2297 
Local heterochromatinization, Droso- 
phila, and targeted P insertions 
(Fauvarque and Dura), 1508— 
1520 
Locus control, factor access in nuclear 
chromatin (Jenuwein et al.}, 
2016-2032 
Locus control region (LCR), human 
; B-globin, HS regions (Fraser et 
al.), 106-113 
kymphocyte 
_ development, V(D)J recombination 
(Schlissel et al.), 2520-2532 
-specific transcription, hLEF/TCF-la 
transcription factor, context-de- 
pendent activation domain 
(Carlsson et al.), 2418-2430 


M 


M-element deletion, Tetrahymena (Go- 
diska et al.), 2357-2365 

mab-5, C. elegans HOM-C gene, role in 
determining CNS cell fates 
(Salser et al.), 1714-1724 

Macronuclear development, E. crassus 
(Klobutcher et al.), 84-94; 
(Jaraczewski et al.), 95-105 

Macronuclei, T. thermophilus (Stargell 
et al.), 2641-2651 

MADS box gene, petunia pMADS1 and 
petal development (van der Krol 
et al.), 1214-1228 

Maize, homeo box gene KN1, role in 
plant cell fate (Sinha et al.), 
787-795 

Male-determining locus, C. elegans 
her-1 (Perry et al.}, 216-228 

Mammalian organogenesis, morphogen 
receptor responsivity during 
(Rhodes et al.), 913-932 

Mammary gland development, role of 
TGF-B1 (Pierce et al.), 2308— 
2317 

Mammary proto-onocogene, Wnt-1 gene, 
transmembrane protein activity 
of gene product (Parkin et al.}, 
2181-2193 

Masked mRNA, in somatic X. laevis 
cells, role of FRGY2 (Ranjan et 
al.), 1725-1736 

Maternal effect genes, Drosophila torso- 
like (tsl) (Savant-Bhonsale and 
Montell), 2548-2555 

Maternal mRNA transcription, role of 
Y-box protein FRGY2 (Ranjan et 
al.), 1725-1736 





Mating-type 
Cassettes, yeast, subject to transcrip- 
tional silencing (Braunstein et 
al.), 592-604 
locus, S. cerevisiae, expression of mei- 
otic genes (Covitz and Mitch- 
ell), 598-1608 
switching, yeast (Tebb et al.), 517-528 
mb-1 gene expression, characterization 
of early B-cell factor (EBF) (Hag- 
man et al.), 760-773 
MCM2 and MCM3 proteins, S. cerevi- 
siae, initiation of DNA synthe- 
sis (Yan et al.), 2149-2160 
mdm-2 gene, p53 interactions (Wu et 
al.), 1126-1132 
Meiosis, S. cerevisiae RME1 gene prod- 
uct is negative regulator of (Co- 
vitz and Mitchell), 1598-1608 
Mesoderm induction, Xenopus embryos, 
fibroblast growth factor (FGF) 
and activin (von Dassow et al.}, 
355-366 
Mesoderm induction, zebrafish, Axial 
gene expresssion (Strahle et al.), 
1436-1446 
Mesodermal patterning, Xenopus (Chris- 
tian and Moon), 13-28 
Metalloregulatory transcription factor, 
autoregulation of in C. glabrata 
(Zhou and Thiele), 1824-1835 
Metallothionein (MT) genes, C. gla- 
brata, copper detoxification 
(Zhou and Thiele), 1824-1835 
Mitochondrial 
function, NRF-1 and nuclear control of 
(Virbasius et al.), 2431-2445 
respiratory function, NRF-2 activation 
of cytochrome oxidase genes 
(Virbasius et al.), 380-392 
Mitosis 
negative regulation of (Kinoshita et 
al.), 1059-1071 
spindle formation, S. cerevisiae, role of 
B-type cyclins (Schwob and 
Nasmyth), 1160-1175 
MMTV enhancer/promoter, transgenic 
mice expressing simian TGF-61 
(Pierce), 2308-2317 
Modifier genes, Drosophila su(f), homol- 
ogy to S. cerevisiae RNA14 
(Mitchelson et al.), 241-249 
Molecular cloning, of two small Droso- 
phila TFIID subunits (TAFs) 
(Yokomori et al.), 2587-2597 
Monocyte/macrophage differentiation, 
Myc:Max to Mad:Max switch 
(Ayer and Eisenman), 2110— 
2119 
Morphogen 
inducibility, of the pit-1 gene (Rhodes 
et al.), 913-932 
Drosophila dl protein, repression of 
dpp (Huang et al.), 694-704 
Morphogenesis 
D. discoideum, extracellular cAMP re- 


stores aca activity (Pitt et al.), 
2172-2180 
Drosophila, nonmuscle myosin heavy 
chain function (Young et al.), 
29-41 
Morphogenetic protein AapB, aerial 
mycelium formation in S. coeli- 
color (Willey et al.), 895-903 
Morphological differentiation, S. coeli- 
color, hierarchical cascade of in- 
tercellular signals (Willey et al.), 
895-903 
Mouse 
agouti gene (Miller et al.), 454-467 
embryonic growth, role of pleiotropic 
hormone IGF-I (Powell-Braxton 
et al.}, 2609-2617 
embryonic lethality 
and lethal yellow (A¥) (Michaud et 
al.), 1203-1213 
in c-jun mutants (Johnson et al.), 
1309-1317 
embryogenesis 
mid-gestational lethality, keratin 8 
deficiency (Baribault et al.), 
1191-1202 
regulation of myogenin gene (Yee 
and Rigby), 1277-1289 
GA-binding protein (GABP), sequence 
identity with HeLa NRF-2 (Vir- 
basius et al.), 380-392 
hindbrain development and Krox20 
zinc finger gene (Swiatek and 
Gridley), 2071-2084 
Hox-1.3 gene, functional equivalence 
to Drosophila Sex combs re- 
duced (Scr) gene (Jiagang et al.}, 
343-354 
IgM gene, splicing enhancer (Watak- 
abe et al.), 407-418 
lethal albino, animal model for human 
HT1 (Kelsey et al.), 2285-2297 
lethal yellow mutation (Miller et al.), 
454-467 
limb development and Hox genes 
(Small and Potter), 2318-2328 
phenotypic rescue of Brachyury (T) 
gene (Stott et al.), 197-203 
T-cell leukemia, LYAR isolated (Su et 
al.), 735-748 
mRNA 
decay 
deadenylation in yeast (Decker and 
Parker), 1632-1643 
yeast, and nonsense mutations 
(Peltz et al.), 1737-1754 
degradation, sequence-specific endori- 
bonuclease, Xenopus and 
Drosophila (Brown et al.), 1620— 
1631. See also mRNA surveil- 
lance 
protection, sequence-specific RNA- 
binding factor, Drosophila and 
Xenopus (Brown et al.}, 1620— 
1631 
surveillance, nonsense-mediated mRNA 


decay, C. elegans smg genes 
(Pulak and Anderson), 1885— 
1897 

Mu transpososome assembly, role of 
site-specific HU binding (Lavoie 
and Chaconas), 2510-2519 

Muscle development, myogenic regula- 
tory facator MyoD, dimeriza- 
tion with E12 through HLH do- 
mains (Shirakata et al.), 2456— 
2470 

Myb protein, in combination with 
C/EBP-like protein NF-M forms 
bipartite myeloid signal (Ness 
et al.), 749-759 

Myeloid gene expression, Myb and 
C/EBP-like protein NF-M form 
bipartite signal (Ness et al.), 
749-759 

Myofilament lattice, C. elegans (Rogal- 
ski et al.), 1471-1484 

Myogenic bHLH factors, dimerization 
specificity directed by hydro- 
philic residues (Shirakata et al.}, 
2456-2470 

Myogenin gene expression, mouse em- 
bryogenesis, regulation of (Yee 
and Rigby), 1277-1289 

Myosin heavy chain gene (nonmuscle}, 
and Drosophila morphogenesis 
(Young et al.), 29-41 

Myxococcus xanthus, spatial restriction 
of cellular differentiation (Sager 
‘and Kaiser), 1645-1653 


N 


Negative supercoiling, intramolecular 
triplex structure (Kohwi and 
Panchenko}, 1766-1778 

Neural development, Drosophila, pros 
and dab genes (Gertler et al.), 
441-453 

Neural precursor cells, Drosophila, POU 
gene specifies fate of (Yang et 
al.), 504-516 

Neuroectoderm, Drosophila, dorsal (dl\|- 
HLH interactions (Gonzalez- 
Crespo and Levine}, 1703-1713 

NF-E4 stage-specific factor, activates 
8-globin chromatin along with 
cGATA-1 (Barton et al.}, 1796— 
1809 

NF-«B 

family 
modulation of activity by multi- 
functional family of IkB pro- 
teins (Beg and Baldwin), 2064— 
2070 Review 
nomenclature (Nabel and Verma), 
2063 Letter 
p50 homodimers, association with 
bcl-3 gene product superacti- 
vates gene expression (Fujita et 
al.), 1354-1363 
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Rel complexes, two pathways leading 
to induction (Mercurio et al.), 
705-718 

transcription factor, p65 subunit, reg- 
ulation of IkB by two distinct 
mechanisms (Scott et al.}, 1266— 
1276 

NF-M. See C/EBP-like protein NF-M 

Nodule development, and Rhizobium 
BacA function (Glazebrook et 
al.}, 1485-1497 

Nonsense mutations, yeast PGK1 gene, 
mRNA decay (Peltz et al.), 
1737-1754 

Nonsense-mediated mRNA decay, 
mRNA surveillance by C. ele- 
gans smg genes (Pulak and 
Anderson), 1885-1897 

Notch Drosophila protein, antineuro- 
genic activity from truncated 
proteins (Lieber et al.), 1949- 
1965 

NRS (negative regulator of splicing), 
within gag gene of RSV (Gon- 
tarek et al.}, 1926-1936 

NTRC protein (nitrogen regulatory pro- 
tein C), of enteric bacteria, oli- 
gomerization of required for 
transcriptional activation of 
glnA gene (Porter et al.), 2258— 
2273 

Nuclear chromatin, factor access in 
(Jenuwein et al.), 2016-2032 

Nuclear development, T. thermophila 
transcriptionally competent 
chromatin, role of hv1 (Stargell 
et al.), 2641-2651 

Nuclear extracts, novel method (Lavery 
and Schibler), 1871-1884 

Nuclear localization 

cell cycle-regulated, S. cerevisiae 
MCM2 and MCM3 proteins 
(Yan et al.), 2149-2160 

sequences, found in cytoplasmic do- 
main of Drosophila Notch pro- 
tein (Lieber et al.), 1949-1965 

Nuclear protein NF-JB, identical to tran- 
scription factor PU.1 (Shin and 
Koshland), 2006-2015 

Nuclear protein, cyclin D1, role in G,/S- 
phase transition (Baldwin et al.}, 
812-821 

Nuclear receptors 

heterodimers, polarity of (Kurokawa et 
al.), 1423-1435 

hormone-response elements (HREs) of 
(Perlmann et al.}, 1411-1422 

Nuclear respiratory factors 

NRF-1, new DNA-binding domain 
(Verbasius et al.), 2431-2445 

NRF-2, activation of cytochrome oxi- 
dase genes (Virbasius et al.), 
380-392 

Nuclear translocation, of Rel/NF-«B 
complexes (Mercurio et al.}, 
705-718 
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Nuclear—mitochondral interactions, 
NRF-1’s DNA-binding domain 
(Virbasius et al.), 2431-2445 

Nucleocytoplasmic transport, export sig- 
nals of pre-U1 snRNA (Terns et 
al.), 1898-1908 

Nucleolar oncoprotein, LYAR, cell 
growth regulation (Su et al.), 
735-748 

Nucleoprotein structures, role of HMG 
proteins in assembly of (Paull et 
al.), 1521-1534 

Nucleosome disruption, by GAL4 (Axel- 
rod et al.), 857-869 

Nucleosome positioning, effect on fac- 
tor/response element recogni- 
tion (GR/GRE affinity) (Li and 
Wrange), 2471-2482 

Null allele, c-myc mutation in ES cell 
lines (Davis et al.), 671-682 

NusG transcriptional elongation factor, 
E. coli, interaction with termi- 
nation factor p (Li et al.), 161— 
172 


O 


Obesity 
mice (Miller et al.), 454467 
in transgenic mice, and adipose tissue 
mass (Ross et al.}, 1318-1324 
Oct-1 homeo domain protein 
association with OAP*°, IL-2 induc- 
tion (Ullman et al.}, 188-196 
corecruitment with VP16, transcrip- 
tional activation (Cleary et al.), 
72-83 
Oct-2, required for late B-cell develop- 
ment (Corcoran et al.), 570—582 
Okadaic acid sensitivity, cell division in 
fission yeast (Kinoshita et al.}, 
1059-1071 
Oligomeric states, of E. coli transcrip- 
tion factor FNR (Lazazzera et 
al.), 1993-2005 
Oligmerization, of NTRC protein at the 
glnA enhancer (Porter et al.) 
2258-2273 
OMPs. See Outer membrane proteins 
Oncogenes, adenovirus ElA and EI1B 
(Debbas and White }, 546-554 
Oncogenic cell transformation, alter- 
ation of cyclin-dependent kéi- 
nases (Xiong et al.}, 1572-1583 
Oncogenic transformation, by human 
adenovirus 5 cells (Lowe and 
Ruley), 535-545 
Oogenesis, Drosophila terminal pattern- 
ing (Savant-Bhonsale), 2548- 
2555. See also Drosophila oo- 
genesis 
Organogenesis, mammalian pituitary 
gland (Lew et al.), 683-693 
Outer membrane proteins (OMP), E. coli, 
expression modulaies activity 
of o* (Mecsas et al.}, 2618-2628 


Outgrowth from stationary phase, E. coli 
(Siegele and Kolter), 2629-2640 

Oxygen regulation, of E. coli transcrip- 
tion factor FNR (Lazazzera et 
al.), 1993-2005 

Oxytricha, telomere-binding protein, do- 
main structure of a-subunit 
(Fang and Cech), 870-882 


P 


P30 nucleic acid-binding protein, TMV 
cell-to-cell movement protein is 
a phosphoprotein (Citovsky et 
al.), 904-910 
p53 
carboxy-terminal domain is the tet- 
ramerization domain (Pavletich 
et al.}, 2556-2564 
cooperative DNA binding with TBP 
subunit of TFIID (Chen et al.}, 
1847-1849 
dependent apoptosis, inhibited by E1B 
(Debbas and White), 546-554 
DNA-binding domain is central con- 
served portion and coincides 
with major mutation hot spots 
(Pavletich et al.}, 2556-2564 
DNA-binding domain is central con- 
served region (Bargonetti et al.}, 
2565-2574 
murine 
trans-activating properties of (Wang 
et al.), 2575-2586 
two autonomous DNA-binding do- 
mains (Wang et al.), 2575-2586 
responsive element, in mdm-2 gene 
(Wu et al.), 1126-1132 
tumor suppressor protein (Prives and 
Manfredi), 529-534 Meeting Re- 
view 
tumor suppressor protein El] A-induced 
stabilization of (Lowe and Ru- 
ley), 535-545 
Paired (Prd) class of homeo proteins, 
specificity determinants of 
(Wilson et al.), 2120-2134 
paired-type homeo domain, Drosophila 
aristaless gene (Schneitz et al.), 
114-129 
Paired domain, of transcription factor 
BSAP (Pax-5) (Czerny et al.), 
2048-2061 
p105 and p98 precurosor proteins, role in 
NF-«B-mediated signal trans- 
duction (Mercurio et al.), 705- 
718 
p107 cellular protein, inhibition of cell 
proliferation by (Zhu et al.), 
1111-1125 
Palindromic DNA sequences, coopera- 
tive dimerization of (Wilson et 
al.), 2120-2134 
Pancreas organogenesis, islet-specific el- 
ement in an exocrine gene 
(Kruse et al.), 774-786 





Parental imprinting. See also Imprinting 
Pattern domain, inner and outer do- 
mains of M. xanthus fruiting 
body (Sager and Kaiser), 1645— 
1653 
Pattern formation 
terminal, Drosophila, ts] gene product 
TSL controls localized activa- 
tion of TOR (Savant-Bhonsale}, 
2548-2555 
Drosophila 
aristaless (al) gene (Schneitz et al.), 
114-129 
embryos (Lu et al.}, 621-632 
Torso receptor tyrosine kinase 
(Doyle and Bishop), 633-646 
vertebrate development (Small and 
Potter), 2318-2328 
Pax proteins, DNA sequence recognition 
by (Czerny et al.), 2048-2061 
Pc-g. See Polycomb group genes 
PCNA (proliferating cell nuclear anti- 
gen), and cell cycle kinase com- 
plex (Xiong et al.), 1572-1583 
Peripheral neurogenesis, Drosophila 
(Ghysen et al.}, 723-733 Review 
Perlecan, mammalian basement mem- 
brane proteoglycan (Rogalski et 
al.), 1471-1484 
Petal development, controlled by 
pMADS1 in the petunia (van der 
Krol et al.), 1214—1228 
Petunia, pMADS1 and petal develop- 
ment (van der Krol et al.), 1214— 
1228 
PGK1-coding region, yeast, nonsense- 
mediated mRNA decay (Peltz et 
al.), 1737-1754 
ph. See Polyhomeotic 
Phenotypic rescue, of mouse Brachyury 
(T) gene (Stott et al.), 197-203 
Phenotypic suppression, Drosophila, 
su(f) locus (Mitchelson et al.}, 
241-249 
Pheromone response elements (PREs}, S. 
cerevisiae, role of STE12 in 
pheromone induction of a-spe- 
cific genes (Yuan et al.j, 1584— 
1597 
Pheromone response machinery, bud- 
ding yeast, regulation of FAR1 
at cell cycle Start (McKinney et 
al.), 833-843 
PhoB activator protein, E. coli (Makino 
et al.}, 149-160 
Phosphate regulon, E. coli (Makino et 
al.), 149-160 
Phosphorylation 
of Caulobacter transcriptional activa- 
tor FlbD, regulation of pole-spe- 
cific gene expression (Wingrove 
et al.}, 1979-1992 
of NTRC protein facilitates dimer in- 
teraction (Porter et al.), 2258— 
2273 
pathway, B. subtilis SpoOA transcrip- 


tion factor activation (Ireton et 
al.), 283-294 
regulation of c-Jun activity, role of 
JNK protein kinase (Hibi et al.}, 
2135-2148 
of RNA polymerase II CTDs (Weeks et 
al.), 2329-2344 
of TMV cell-cell movement protein 
by cell wall-associated protein 
kinase (Citovsky et l.), 
904-910 
Photofootprinting, in vivo of yeast GAL1 
(Axelrod et al.), 857-869 
pit-1 gene, morphogen inducibility of 
(Rhodes et al.), 913-932 
Pit-1 transcription factor, GH gene ex- 
pression (Lipkin et al.), 1674— 
1687 
Pituitary development, mammalian or- 
ganogenesis (Lew et al.), 683— 
693 
PKA. See Protein kinase 
Plasmodesmata, plant intercellular con- 
nections, spread of viruses 
through (Citovsky et al.), 904— 
910 
Pleiotropic hormone, IGF-I, essential for 
normal embryonic growth 
(Powell-Braxton et al.), 2609- 
2617 
Polarity, Caulobacter, spatial transcrip- 
tion of flagellar promoters (Win- 
grove et al.}, 1979-1992 
Pollen mutants, Arabidopsis, disruption 
of cell signaling during fertiliza- 
tion (Preuss et al.), 974-985 
Poly(A) tail, deadenylation and decay of 
yeast mRNAs (Decker and 
Parker), 1632-1643 
Polyadenylation 
coupled to trans-splicing in Leishma- 
nia (LeBowitz et al.), 996-1007 
U1 snRNP coordinates communica- 
tion to splicing machinery 
(Wassarman and Steitz), 647— 
659 
Polycistronic pre-mRNAs, L. major, 
coupled polyadenylation and 
trans-splicing (LeBowitz et al.}, 
996-1007 
Polycomb group genes Pc-g, Drosophila 
(Fauvarque and Dura), 1508— 
1520 
Polyhomeotic (ph) locus, Drosophila, \o- 
cal heterochramatinization and 
targeted P insertion (Fauvarque 
and Dura), 1508—1520 
Polypurine sequence, and programmed 
DNA deletion in Tetrahymena 
(Godiska et al.), 2357-2365 
Polypyrimidine tract-binding protein 
(PTB), pre-mRNA splicing, asso- 
ciation with PTB-associated 
splicing factor (PSF) (Patton et 
al.), 393-406 
effect, 


Position nonsense-mediated 


mRNA decay is position depen- 
dent (Peltz et al.), 1737-1754 
POU homeo domain 
factor, Pit-1 (Rhodes et al.}, 913-932 
factors, neuron-specific, class-specific 
spacing preferences (Li et al.}, 
2483-2496 
gene 
Drosophila, role in central nervous 
system development (Yang et 
al.), 504-516 
GHF-1, role in mammalian pituitary 
development (Lew et al.), 683— 
693 
protein, Oct-1, corecruitment with 
VP16 (Cleary et al.}, 72-83 
transcription factor 
Oct-2, late B-cell development (Cor- 
coran et al.}, 570-582 
Pit-1, GH gene expression (Lipkin et 
al.), 1674-1687 
pRB retinoblastoma gene product, and 
inhibition of cell proliferation 
(Zhu et al.), 1111-1125 
prd, Prd. See paired, Paired 
Pre-mRNA processing, cooperation be- 
tween introns (Neel et al.), 
2194-2205 
Pre-mRNA splicing 
bovine growth hormone (bGH), SF2/ 
ASF binding to ESE in 3’ termi- 
nal exon {Sun et al.}, 2598-2600 
characterization of novel PTB-associ- 
ated splicing factor (PSF) (Patton 
et al.}, 393-406 
E complex, association of 5’ and 3’ 
splice sites (Michaud and Reed), 
1008-1020 
interaction of yeast spliceosomal pro- 
teins (Ruby et al.), 1909-1925 
multiple roles of U1 snRNP (Wassar- 
man and Steitz), 647-659 
second step is ATP independent 
(Horowitz and Abelson), 320— 
329 
splice site selection, role of exon se- 
quences (Watakabe et al.), 407- 
418 
U1 snRNP functions without U1A 
protein (Liao et al.), 419-428 
Pre-U1 snRNA, cis-acting signals for ex- 
port of (Terns et al.}, 1898-1908 
Preinitiation complex (PIC) 
TFIIA interacts with TBP and associ- 
ates with TFIID complex (Ma et 
al.), 2246-2257 
thyroid hormone receptor (TR) inhib- 
its transcription (Fondell et al.}, 
1400-1410 
Prespliceosome assembly, S. cerevisiae, 
splicing factor interactions 
(Legrain et al.), 1390-1399 
Prespliceosome complex (E), mamimals, 
association of 5’ and 3’ splice 
sites (Michaud and Reed), 1008— 
1020 


GENES & DEVELOPMENT 2671 





Progenitor cell, immortalization of so- 
matotropic progenitor (Lew et 
al.), 683-693 
Programmed cell death, and Drosophila 
irreC-rst locus (Ramos et al.}, 
2533-2547 See also Apoptosis 
(White), 2277-2284 Meeting Re- 
view 
Promoters 
c-fos, YY1 function and DNA bending 
(Natesan and Gilman), 2497- 
2509 
yeast, key determinant in controlling 
silent domains (Renauld et al.), 
1133-1145 
prospero (pros) Drosophila gene, genetic 
modifier of ab] gene (Gertler et 
al.), 441-453 
Protein degration, amino-end rule-de- 
pendent (Watkins et l.), 
250-261 
Protein export, E. coli OMPs (Mecsas et 
al.), 2618-2628 
Protein kinase 
cell wall-associated, and phosphoryla- 
tion of TMV cell-cell move- 
ment protein (Citovsky et al.), 
904-910 
JNK, binding to c-Jun potentiates acti- 
vation domain (Hibi et al.), 
2135-2148 
PKA (cAMP-dependent protein kinase) 
D. discoideum (Pitt et al.), 2172- 
2180 
developmental roles in Drosophila 
(Lane and Kalderon), 1229-1243 
Protein phosphatase 
1, association with retinoblastoma 
protein (Durfee et al.}, 555-569 
2A (PP2A), and pattern formation in 
Drosophila imaginal disc (Ue- 
mura et al.), 429-440 
ppa2, fission yeast protein, negative 
regulation of mitosis (Kinoshita 
et al.), 1059-1071 
Protein—DNA interaction 
DNA sequence recognition by Pax pro- 
teins (Czerny et al.}, 2048-2061 
Drosophila TBP/TAF transcription 
complex (Yokomori et al.), 
2235-2245 
polarity and orientation of DNA-bind- 
ing domains (Kurokawa et al.), 
1423-1435 
Prd family homeo domains and DNA 
(Wilson et al.), 2120-2134 
S. cerevisiae, complex formed by a2, 
al and haploid-specific gene op- 
erator (Mak and Johnson), 1862- 
1870 
Protein—protein interaction 
B. subtilis, SinJ—SinR (Bai et al.}, 139- 
148 
between NTRC dimers (Porter et al.}, 
2258-2273 
domain, of Oxytricha telomere-bind- 
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ing protein (Fang and Cech), 
870-882 
Drosophila 
TAF-TAF interactions (Yokomori et 
al.), 2587-2597 
TBP/TAF transcription complex 
(Yokomori et al.), 2235-2245 
interaction between two yeast homeo 
domain proteins (al and al) 
(Mak and Johnson), 1862—1870 
p53—mdm-?2 (Wu et al.}, 1126-1132 
retinoblastoma protein and protein 
phosphatase type I catalytic 
subunit (Durfee et al.), 555-569 
S. cerevisiae splicing factors, PRP9 and 
SPP91 (Legrain et al.}, 1390— 
1399 
Proto-oncogene, c-jun null mutation, 
embryonic lethality and re- 
tarded cell growth in mice 
(Johnson et al.), 1309-1317 
Proximal sequence element (PSE), and 
transcriptional activation (Su- 
dowski et al.), 1535-1548 
PRP spliceosomal proteins, interaction 
of (Ruby et al.), 1909-1925 
PRP18 protein, role in second step of pre- 
mRNA splicing (Horowitz and 
Abelson), 320—329 
PTB-associated splicing factor (PSF), pre- 
mRNA splicing (Patton et al.}, 
393-406 
PU.1 transcription factor, ETS-related 
protein, regulation of immuno- 
globulin J-chain gene (Shin and 
Koshland), 2006-2015 


R 


RA. See Retinoic acid 

RAD6 gene, S. cerevisiae, role of con- 
served amino terminus (Wat- 
kins et al.), 250-261 

RAD25 gene, S. cerevisiae, required for 
transcription by RNA polymer- 
ase II (Qiu et al.), 2161-2171 

Rad52—Rad51 interactions, S. cerevisiae 
DSB repair (Milne and Weaver), 
1755-1765 

Radiation-induced thymic leukemogen- 
esis, LYAR expression (Su et 
al.), 735-748 

RAG-1 and RAG-2, required for V(D)] re- 
combination (Schlissel et al.}, 
2520-2532 

Raly mouse gene, association with 
lethal yellow (A¥) expression 
(Michaud et al.}, 1203-1213 

RAP!1 binding protein, S. cerevisiae, te- 
lomere position effects (Kyrion 
et al.), 1146-1159 

Ras Drosophila genes, p21*™**/Ras1 medi- 
ates torso signaling (Lu et al.), 
621-632 

Rb gene. See Retinoblastoma gene family 

Receptor tyrosine kinase (RTK), Droso- 


phila, localized activation of 
and terminal patterning (Sa- 
vant-Bhonsale), 2548-2555 
Recognition helix, Prd homeo domains 
(Wilson et al.), 2120-2134 
Recombination, V(D)J (Gerstein and Lie- 
ber}, 1459-1469 
Replication origin, in Sciara DNA puff 
amplification (Liang et al.), 
1072-1084 
Repression, chromatin mediated, of 
basal transcription in vivo (Al- 
mouzni and Wolffe), 2033-2047 
Retinoblastoma gene (RB) 
dosage of and effect on mouse develop- 
ment (Bignon et al.), 1654-1662 
family (Rb) 
adenovirus EIA interaction (Li et 
al.), 2366-2377 
isolation of new member p130®>"? 
(Hannon et al.), 2378-2391 
product (pRB) 
as compared with cellular protein 
pl07 (Zhu et al.), 1111-1125 
interaction with cyclin D (Kato et 
al.), 331-342 
Retinoblastoma protein (pRB) 
interaction with heterodimer E2F-1/ 
DP-1 (Helin et al.), 1850-1861 
isolation of associated proteins (Dur- 
fee et al.), 555-569 
Retinoic acid (RA), regulation of yF-crys- 
tallin gene expression (Tini et 
al.), 295-307 
Retinoid X_ receptors, heterodimers 
formed with retinoic acid, thy- 
roid hormone, and vitamin D 
receptors (Kurokawa et l.}, 
1423-1435 
Retinoids, role in mammalian lens de- 
velopment (Tini et al.), 295-307 
Retrovirus. See also Rous sarcoma virus 
Rhizobium meliloti, bacteroid develop- 
ment and bacA gene (Glaze- 
brook et al.), 1485-1497 
p termination factor, E. coli, interaction 
with NusG (Li et al.), 161-172 
Rhomboid (rho) Drosophila gene, medi- 
ates wing vein formation and 
interacts with EGF-R signaling 
pathway (Sturtevant et al.), 
961-973 
Rhombomeres, vertebrate hindbrain de- 
velopment (Swiatek and Grid- 
ley), 2071-2084 
Ribonucleoprotein enzyme telomerase, 
Tetrahymena (Collins and Grei- 
der), 1364-1376 
Ribosomal protein $3, human gene of, 
intron encodes U15 nucleolar 
snRNA (Tycowski et al.), 1176— 
1190 
Ribosome assembly, and cold sensitivity 
(Dammel and Noller), 660-670 
Ribozymes, substrate selection rules (Jo- 
seph et al.), 130-138 





RIF1, and yeast telomere position effects 
(Kyrion et al.), 1146-1159 
RME1 meiotic inhibitor, S. cerevisiae, 
transcriptional repression of 
IME1 gene (Covitz and Mitch- 
ell), 1598-1608 
RNA enzyme, ribozymes, substrate se- 
lection (Joseph et al.), 130-138 
RNA polymerase 
activity, telomerase similarity (Col- 
lins and Greider), 1364-1376 
interaction with promoter DNA and 
role of o-factors (Dombroski et 
al.), 2446-2455 
o”° subunit of, E. coli (Makino et al.), 
149-160 
TBP and transcription initiation (Su- 
dowski et al.), 1535-1548 
RNA polymerase I 
eukaryotic transcription, role of TBP 
(Hernandez), 1291-1308 Review 
transcription, role of TBP (Hernandez), 
1291-1308 Review 
RNA polymerase II 
initiation complex, Drosophila TFIID 
small subunits, dTAF,30a and 
dTAF,308 Yokomori et al.), 
2587-2597 
transcription, S. cerevisiae, requires 
RAD25 gene (Qiu et al.), 2161- 
2171 
eukaryotic transcription, role of TBP 
(Hernandez), 1291-1308 Review 
interaction with distinct domain in 
TFIID (Ha et al.), 1021-1032 
Pol IIA and Pol II0, functional differ- 
ences between (Weeks et al.}, 
2329-2344 
potentiation of transcription by Gal4— 
VP16, __ replication-dependent 
mechanism (Kamakaka et al.}, 
1779-1795 
transcription initiation by, minimal 
set of proteins required (Tyree 
et al.), 1254-1265 
transcription, role of TBP (Hernandez), 
1291-1308 Review 
transcriptional activation, TFIID-TAF 
interaction with TBP (Zhou et 
al.), 180-187 
RNA polymerase III 
eukaryotic transcription, role of TBP 
(Hernandez}, 1291-1308 Review 
transcription, role of TBP (Hernandez), 
1291-1308 Review 
RNA processing 
coordination of splicing and polyade- 
nylation (Wassarman and 
Steitz), 647-659 
human, intron-encoded U15A nucleo- 
lar snRNA (Tycowski et al.), 
1176-1190 
Leishmania, coupling of polyadenyla- 
tion and trans-splicing (LeBow- 
itz et al.), 996-1007 
RNA splicing, snRNP-NRS interaction 


in RSV blocks mature spliceo- 
some formation (Gontarek et 
al.), 1926-1936 
RNA-binding protein 
encoded by Drosophila sqd gene, role 
in dorsoventral axis formation 
(Kelley), 989-960 
encoded by mouse Raly gene, disrup- 
tion of and A” expression 
(Michaud et al.}, 1203-1213 
Rous sarcoma virus (RSV), U2, U11 and 
U12 snRNP binding to NRS 
RNA may inhibit spliceosome 
assembly (Gontarek et al.}, 
1926-1936 
rRNA 
processing complexes, terminal balls 
of chromatin spreads (Mougey 
et al.}, 1609-1619 
transcription units, eukaryotic chro- 
matin spreads, terminal balls 
are conserved processing com- 
plexes (Mougey et al.), 1609- 
1619 
RSRF-like protein, and myogenin gene 
regulation (Yee and Rigby), 
1277-1289 
RSV. See Rous sarcoma virus 


S 


16S rRNA, cold-sensitive mutation in 
(Dammel and Noller}, 660-670 
Saccharomoyces cerevisiae. See also 
Yeast 
DSB repair epistasis group, Rad52 
(Milne and Weaver), 1755-1765 
interaction 
between al and STE12 (Yuan et al.), 
1584-1597 
between homeo domain proteins a2 
and al (Mak and Johnson), 
1862-1870 
of spliceosomal proteins (Ruby et 
al.), 1909-1925 
MCM2 and MCM3 proteins, initiation 
of DNA synthesis (Yan et al.), 
2149-2160 
multiple cell cycle functions of Cks1 
(Tang and Reed), 822-832 
new pair of B cyclins involved in DNA 
replication (Schwob and 
Nasmyth]}, 1160-1175 
new telomere formation (Kramer and 
Haber), 2345-2356 
pre-mRNA splicing, final step is ATP 
independent (Horowitz and 
Abelson), 320-329 
prespliceosome assembly, splicing fac- 
tor protein—protein interactions 
(Legrain et al.), 1390-1399 
promoter of GALI gene, GAL4 dis- 
rupts repressing nucleosome 
during transcriptional activa- 
tion (Axelrod et al.), 857-869 
RAD6 gene, role of conserved amino 


terminus (Watkins et al.), 250— 
261 
RAP1 and telomere position effects 
(Kyrion et al.}, 1146-1159 
telomeric silencing (Renauld et al.}, 
1133-1145 
transcription by RNA polymerase II, 
RAD25 gene required (Qiu et 
al.), 2161-2171 
transcription 
repression by meiotic inhibitor 
RME]1 (Covitz and Mitchell), 
598-1608 
silencing, associated with reduced 
nucleosome acetylation (Braun- 
stein et al.), 592-604 
SbmA E. coli antibiotic transport pro- 
tein, Rhizobium BacA inner 
membrane protein is homolo- 
gous to (Glazebrook et al.), 
1485-1497 
Schizosaccharomyces pombe. See Fis- 
sion yeast 
Sciara DNA puff amplification, replica- 
tion origin (Liang et al.), 1072- 
1084 
Scr. See Sex combs reduced 
Segment identity function, of Droso- 
phila Ubx and Antp (Chan and 
Mann), 796-811 
Segmentation, vertebrate hindbrain de- 
velopment (Swiatek and Grid- 
ley), 2071-2084 
Sequence recognition, BSAP paired do- 
main interaction with DNA 
(Czerny et al.), 2048-2061 
Sequence-specific DNA-binding domain, 
p53 (Pavletich et al.}, 2556— 
2564; (Bargonetti et al.}, 2565— 
2574 
Sevenless pathway, Drosophila embryos 
(Doyle and Bishop}, 633-646 
Sex combs reduced (Scr) Drosophila 
gene, Hox-1.3 mouse gene sub- 
stitutes for (Jiagang et al.), 343— 
354 
Sex determination 
C. elegans, her-1 gene (Perry et al.}, 
216-228 
Drosophila 
bZIP protein homolog encoded by 
sis-a gene (Erickson and Cline}, 
1688-1702 
parallels in mesoderm formation 
(Gonzalez-Crespo and Levine), 
1703-1713 
Sex-lethal (Sxl) gene, Drosophila sex de- 
termination (Erickson and 
Cline}, 1688-1702 
Sexual differentiation, Drosophila, dou- 
blesex proteins (Coschigano and 
Wensink), 42-54 
SF2/ASF general splicing factor, pro- 
motes alternate splicing by 
binding to ESE of bGH pre- 
mRNA (Sun et al.}, 2598-2600 
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o-factors 
amino-terminal inhibitory domain of 
(Dombroski et al.), 2446-2455 
E. coli, activity of o* is modulated by 
expression of outer membrane 
proteins (OMP) (Mecsas et al.}, 
2618-2628 
Signal transduction 
C. elegans her-1 locus (Perry et al.), 
216-228 
cAMP-mediated, Drosophila develop- 
ment (Lane and Kalderon), 
1229-1243 
Drosophila 
ectoderm development, Notch pro- 
tein functions as signal trans- 
ducing receptor (Lieber et al.}, 
1949-1965 
embryo, role of p21**S/Ras1 in torso 
signaling (Lu et al.}, 621-632 
Torso pathway (Doyle and Bishop), 
633-646 


NF-«B mediated (Mercurio et al.), 705— 
718 
pathways 
E. coli (Mecsas et al.), 2618-2628 
Drosophila DER and ventral cell 
fate (Raz and Shilo}, 1937-1948 
EGF-R, components interact with 
Drosophila rho gene (Sturtevant 
et al.), 961-973 
G-protein-linked and Dictyostelium 
development (Lilly et al.), 986— 
995 
Wnt-1-mediated cell-to-cell signal- 
ing (Parkin et al.), 2181-2193 
Signaling, Arabidopsis fertilization 
(Preuss et al.), 974-985 
Signaling. See also Cell-signaling path- 
way 
Silencer elements, of Drosophila dpp 
gene, interaction with enhancer 
elements (Huang et l.), 
694-704 
Silencing, yeast telomeres (Renauld et 
al.}, 1133-1145 
Single-stranded DNA-binding activity, 
of Xenopus telomere with XTEF 
(Cardenas et al.), 883-894 
SinI, B. subtilis, modulated SinR activity 
(Bai et al.), 139-148 
SinR activity, B. subtilis, modulated by 
SinI (Bai et al.), 139-148 
SIR3, yeast, silencing (Renauld et al.), 
1133-1145 
Sister chromatid fusion. See also Chro- 
matid fusion 
Sisterless genes, Drosophila sex determi- 
nation (Erickson and Cline}, 
1688-1702 
Skeletal transformations, in mouse em- 
bryos, caused by Hoxa-5 muta- 
tions (Jeannotte et al.), 2085— 
2096 
smg C. elegans genes, mRNA sur- 
veillance (nonsense-mediated 
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mRNA decay) (Pulak and 
Anderson}, 1885-1897 
SNAP,., snRNA-activating protein com- 
plex (Sudowski et al.), 1535- 
1548 
SNF2/SWI2 protein, yeast, DNA-stimu- 
lated ATPase activity (Laurent 
et al.}, 583-591 
snRNA 
promoter, TBP activated transcrip- 
tional activation (Sudowski et 
al.), 1535-1548 
U15, processed from intron of human 
gene encoding ribosomal pro- 
tein $3 (Tycowski et al.}, 1176— 
1190 
snRNPs, U1, U2, and U11/U12 bind RSV 
NRS RNA (Gontarek et al.}, 
1926-1936 
Somatic cell hybrids, extinction of TAT 
gene activity (Nitsch et al.), 
308-319 
Somatotropic lineage, analysis of in 
transgenic mice (Lew et al.), 
683-693 
Son of sevenless (sos) Drosophila gene, 
positive regulator of Ras1 (Lu et 
al.), 621-632 
Spemann organizer 
interactions with Xwnt-8, Xenopus 
mesodermal patterning (Chris- 
tian and Moon), 13-28 
Xenopus embryo, two independently 
regulated organizing centers 
(von Dassow et al.), 355-366 
Splice site selection 
E complex in mammals (Michaud and 
Reed), 1008-1020 
role of exon sequences (Watakabe et 
al.}, 407-418 
role of splicing enhancer in the the fi- 
bronectin ED1 exon (Lavigueur 
et al.), 2405-2417 
Spliceosomal proteins, interaction of 
yeast PRP proteins (Ruby et al.}, 
1909-1925 
Spliceosome 
assembly 
mammalian E complex, splice site 
selection (Michaud and Reed), 
1008-1020 
RSV, may be inhibited by snRNP- 
NRS binding (Gontarek et al.), 
1926-1936 
conformational changes of U6 RNA 
(Wolff and Bindereif), 1377- 
1389 
Splicing 
conformational changes of spliceoso- 
mal U6 RNA (Wolff and Bind- 
ereif), 1377-1389 
enhancer, in human fibronectin ED1 
exon (Lavigueur et al.), 2405- 
2417 
factors 
general splicing factor SF2/ASF, 


binding to ESE in bGH 3’ termi- 
nal exon (Sun et al.), 2598-2600 
PTB and PSF (Patton et al.), 393-406 
yeast, interaction between PRP9 and 
SPP91 (Legrain et al.), 1390- 
1399 
rate, and intron cooperation (Neel et 
al.), 2194-2205 
splice site selection, stimulated by SE 
element in fibronectin alternate 
ED1 exon (Lavigueur et al.), 
2405-2417 
yeast spliceosomal proteins, interac- 
tion of (Ruby et al.}, 1909-1925 
See also Pre-mRNA splicing 
Spo0A transcription factor, B. subtilis 
sporulation, integration of mul- 
tiple developmental signals (Ire- 
ton et al.), 283-294 
Sporulation 
B. subtilis (Bai et al.), 139-148 
SpoO0A transcription factor activa- 
tion, integration of multiple de- 
velopmental signals (Ireton et 
al.), 283-294 
M. xanthus, differentiation and motil- 
ity (Sager and Kaiser), 1645— 
1653 
SR proteins, interaction with SE element 
of fibronectin alternate ED1 
exon (Lavigueur et al.}, 2405— 
2417 
SRY male sex determination gene, prod- 
uct may be structural transcrip- 
tion factor like YY1 (Natesan 
and Gilman), 2497-2509 
Start of budding yeast cell cycle (McKin- 
ney et al.), 833-843 
Starvation, E. coli, resuming growth af- 
ter (Siegele and Kolter}, 2629- 
2640 
Stationary phase, E. coli, inability to exit 
from and surB1 mutant (Siegele 
and Kolter), 2629-2640 
Steroid—thyroid hormone receptor super- 
family, IBP-s component (Wiley 
et al.), 2206-2219 
Streptomyces coelicolor, aerial myce- 
lium formation (Willey et al.), 
895-903 
Structural brain mutant, Drosophila ir- 
regular chiasm C (irreC) (Ramos 
et al.), 2533-2547 
Subcellular localization, of HSF2, regu- 
lated by hydrophobic coiled-coil 
domains analagous to leucine 
zippers (Sheldon and Kingston), 
1549-1558 
Superinfection exclusion, bacteriophage 
P22 (Ranade and Poteete}, 1498— 
1507 
suppressor of forked |suf(f)]| modifier 
gene, Drosophila, homology 
with S. cerevisiae RNAI14 
(Mitchelson et al.), 241-249 
suppressor of Hairy-wing [su(Hw)] pro- 





tein, Drosophila, functional do- 
mains of (Harrison et al.}, 1966— 
1978 

surB gene product, E. coli, required for 
cells to exit stationary phase 
under restrictive aerobic condi- 
tions (Siegele and Kolter), 2629- 
2640 

Survival, growth/stationary phase transi- 
tions in E. coli (Siegele and 
Kolter), 2629-2640 

SV40 major late promoter, cellular re- 
pressors of (IBP-s) (Wiley et al.), 
2206-2219 

SWI5 instability, yeast, role in HO insta- 
bility (Tebb et al.), 517-528 

Symbiosis, and Rhizobium BacA func- 
tion (Glazebrook et al.), 1485— 
1497 

Synergism, in transcriptional activation 
(Herschlag and Johnson), 
173-179 Review 


T 


T cells, TCRa enhancer 
activation of (Carlsson et al.), 2418— 
2430 
induced by context-dependent activa- 
tion domain of hLEF/TCF-la 
(Carlsson et al.), 2418-2430 
T lymphocytes, activation, calcium sig- 
nals regulate Jun activity (Ull- 
man et al.), 188-196 
T-cell receptor-a 
T-cell receptor (TCR) gene, V/D)] recom- 
bination (Schlissel et al.), 2520— 
2532 
T7 RNA polymerase, accessibility to and 
immunoglobulin jy enhancer 
core (Jenuwein et al.}, 2016— 
2032 
TAF subunits of Drosophila TFIID, 
dTAFy30a2 and dTAF,208 
(Yokomori et al.), 2587-2597 
TAFs, Drosophila, association with 
TBPs in TFIID complex (Yoko- 
mori et al.), 2235-2245 
Target P-element insertions, Drosophila 
(Fauvarque and Dura), 1508- 
1520 
Targeted oncogenesis, pituitary tumors 
in transgenic mice (Lew et al.}, 
683-693 
TATA box-binding 
activity, of Drosophila TBP, nega- 
tively regulated by TFIID p230 
subunit (Kokubo et al.), 1033— 
1046 
polypeptide, conserved core domain, 
interaction with TFIID-TAFs 
(Zhou et al.}, 180-187 
protein 
associated factors. See TATA box- 
binding polypeptide 


DNA binding, ATP-dependent in- 
hibitor of (ADI) (Auble and 
Hahn), 844-856 
Drosophila, TAFs associated with in 
TFIID complex (Yokomori et 
al.), 2235-2245 
interaction with distinct domain in 
TFIID (Ha et al.), 1021-1332 
RNA polymerase II transcription 
initiation (Tyree et al.), 1254— 
1265 
role in RNA Pol I, Il, and III tran- 
scription (Hernandez), 1291- 
1308 Review 
subunit 
of holo-TFIID, interaction with ade- 
novirus E1A activation domain 
(Boyer and Berk), 1810-1823 
of TFIID, cooperative DNA binding 
with p53 (Chen et al.), 1847- 
1849 
TFIIA interaction (Ma et al.), 2246— 
2257 
transcription in higher eukaryotes, 
central role in initiation of all 
genes (Sudowski et al.}, 1535— 
1548 
TBP. See TATA-box-binding protein 
Tcl transposase, C. elegans (Vos et al.), 
1244-1253 
Tec element excission, E. crassus (Jarac- 
zewski et al.), 95-105 
Telomerase, Tetrahymena, DNA cleav- 
age and elongation (Collins and 
Greider), 1364-1376 
Telomere position effects, yeast (Kyrion 
et al.), 1146-1159, (Renauld et 
al.), 1135-1145 
Telomere-binding protein, Oxytricha, 
domain structure of a-subunit 
(Fang et al.), 870-882 
Telomeres 
formation, S. cerevisiae (Kramer and 
Haber), 2345-2356 
Xenopus telomere end factor (XTEF) 
(Cardenas et al.), 883-894 
yeast, subject to transcriptional silenc- 
ing (Braunstein et al.), 592-604 
Telomeric silencing, S. cerevisiae 
(Renauld et al.), 1133-1145 
Terminal balls, chromatin spreads, evo- 
lutionarily conserved process- 
ing complexes (Mougey et al.), 
1609-1619 
Terminal pattern formation. See also 
Pattern formation 
Termination of transcription, E. coli, 
NusG—p interaction (Li et al.), 
161-172 
Tetrahymena 
nuclear development, transcription- 
ally competent state of chroma- 
tin (Stargell et al.}, 2641-2651 
programmed DNA deletion (Godiska 
et al.), 2357-2365 
telomerase, DNA cleavage and elonga- 


tion (Collins and Greider), 
1364-1376 
Tetramerization domain, p53 carboxy- 
terminal domain (Pavletich et 
al.), 2556-2564 
Tetramers, formed from the murine p53 
DNA-binding domain that 
binds DNA nonspecifically 
(Wang et al.}, 2575-2586 
TFIIA 
characterization of in Drosophila, 
copurifies with TFIID (Yoko- 
mori et al.), 2235-2245 
human, molecular cloning of largest 
subunit (a) (Ma et al.), 2246— 
2257 
subunit purification and cloning of 
hTFIIA/a (DeJong and Roeder}, 
2220-2234 
TFIIB 
interaction with distinct domain in 
TFIID (Ha et al.), 1021-1032 
RNA polymerase II transcription initi- 
ation (Tyree et al.), 1254—1265 
TFIID complex. See also Holo-TFIID 
TFIID-TAFs interact with TBP core 
domain (Zhou et al.}, 180-187 
Drosophila 
dTAF,30a and dTAF,308 subunits 
(Yokomori et al.), 2587-2597 
p230 subunit, functional homolog of 
human CCGI (Kokubo et al.}, 
1033—1046 
TFIIA subunits copurify with TFIID 
(Yokomori et al.), 2235-2245 
TPB subunit (Hernandez), 1291-1308 
Review 
TBP subunit and p53 cooperatively 
bind to DNA (Chen et al.), 
1847-1849 
TFIIF (RAP30/70), RNA polymerase II 
transcription initiation (Tyree 
et al.), 1254-1265 
TGF-f8. See Transforming growth factor 


Thyroid hormone receptor (TR), active 
repression by (Fondell et al.), 
1400-1410 

tinman |tin), Drosophila, cell fate deter- 
mination in dorsal mesoderm 
(Azpiazu and Frasch), 1325— 
1340 

Tissue-specific transcription factor, 
Drosophila NTF-1, isoleucine- 
rich activation domain (Attardi 
and Tjian), 1341-1353 

Tobacco mosaic virus (TMV), cell-to-cell 
spread of (Citovsky et al.), 904— 
910 

Tobacco plant, overexpression of maize 
homeo box gene KN1, cell fate 
(Sinha et al.), 787-795 

torso (tor) receptor tyrosine kinase, 
Drosophila, p21"**/Ras1 medi- 
ates tor signaling (Lu et al.), 
621-632 
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Torso pathway, Drosophila embryos, 
Ras-1 and Sos function in 
(Doyle and Bishop), 633-646 
torso-like (ts]) maternal effect gene, and 
Drosophila terminal pattern 
formation (Savant-Bhonsale}, 
2548-2555 
Toxin gene, targeted expression to adi- 
pose tissue, 1318-1324 
tramtrack |ttk) transcriptional repressor, 
required for Drosophila eye de- 
velopment (Xiong and Montell], 
1085-1096 
Trans-activation 
accomplished by p53 (Wang et al.), 
2575-2586 
cooperative, by transcription factors 
E2F-1 and DP-1 (Helin et al.), 
1850-1861 
Trans-splicing, coupled to polyadenyla- 
tion in Leishmania (LeBowitz et 
al.), 996-1007 
Transcription complex assembly, inhib- 
itors of (Auble and Hahn), 844— 
856 
Transcription 
activation 
cooperative DNA binding of p53 
with TFIID (TBP) (Chen et al.}, 
1847-1849 
DNA replication-dependent mecha- 
nism (Kamakaka et al.), 1779- 
1795 
E1A activation domain interacts 
with TBP subunit of holo-TFIID 
(Boyer and Berk), 1810-1823 
of glnA gene, oligomerization of 
NTRC protein required (Porter 
et al.), 2258-2273 
mediation of by TAF 
modulated by TAFs (TFIID subunits) 
(Yokomori et al.), 2587-2597 
by MyoD protein (Shirakata et al.), 
2456-2470 
and structural changes in chromatin 
(Laurent et al.}, 583-591 
synergism in  (Herschlag and 
Johnson), 173-179 Review 
TFIIA functions as coactivator (Ma 
et al.), 2246-2257 
TFIID-TAF interaction with TBP 
(Zhou et al.), 180-187 
of yeast GAL1 promoter, nucleo- 
some disruption by GAL4 (Ax- 
elrod et al.), 857-869 
activator 
FlbD, phosphorylation of regulates 
pole-specific gene expression in 
Caulobacter (Wingrove et al.), 
1979-1992 
Gal4—VP16 (Kamakaka et al.), 1779- 
1795 
Gal4—VP16 activation occurs inde- 
pendently of chromatin-medi- 
ated repression (Almouzni and 
Wolffe), 2033-2047 
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active state of gene locus involves 
multiple steps (Jenuwein et al.}, 
2016-2032 
coactivator, bc]-3 gene product, activa- 
tion via NF-«B p50 homodimers 
(Fujita et al.), 1354-1363 
complex, Drosophila TBP/TAF, pro- 
tein—protein and protein-DNA 
interactions between compo- 
nents (Yokomori et al.}, 2235— 
2245 
enhancer function, su(Hw)’s negative 
effect mediated by leucine zip- 
per domain (Harrison et al.), 
1966-1978 
E. coli, triplex formation and homolo- 
gous recombination (Kohwi and 
Panchenko), 1766-1778 
factor 
E2F, association with pl30 ElA- 
binding protein (Cobrinik et al), 
2392-2404 
FNR, E. coli, responsiveness to oxy- 
gen levels (Lazazzera et all.), 
1993-2005 
IIB (TFIIB), distinct domains of, in- 
teraction with RNA polymerase 
II, TFIIB and TATA-binding pro- 
tein (Ha et al.|, 1021-1032 
NF-«B, p65 subunit, regulation of 
IkB (Scott et al.), 1266-1276 
NTF-1, Drosophila, isoleucine-rich 
activation domain (Attardi and 
Tjian), 1341-1353 
Oct-2 POU homeo domain (Corc- 
oran et al.), 570-582 
TBP, role in RNA Pol I, Il, and III 
transcription (Hernandez), 1291— 
1308 Review 
TFIID, cooperative DNA binding of 
TBP subunit and p53 (Chen et 
al.), 1847-1849 
factors 
BSAP (Pax-5), paired domains of and 
interaction with DNA (Czerny 
et al.), 2048-2061 
bZIP DBP (Lavery and Schibler), 
1871-1884 
E2F-1 and DP-1, heterodimerization 
leads to cooperative trans-acti- 
vation (Helin et al.), 1850-1861 
of higher plant systems (Schena et 
al.), 367-379 
hLEF/TCF-1la, activation domain is 
context-dependent (Carlsson et 
al.), 2418-2430 
minimal set sufficient for RNA Pol 
II transcription initiation (Tyree 
et al.), 1254-1265 
Myb and NF-M (Ness et al.), 749-759 
NRF-1 binding activity (Virbasius et 
al.), 2431-2445 
POU domain (Li et al.), 2483-2496 
TFIIA purification and cloning of 
hTFIIA/a (DeJong and Roeder), 
2220-2234 


YY1 DNA-binding protein repre- 
sents new class that affects pro- 
moter structure (Natesan and 
Gilman), 2497-2509 

human TFIIA purification and cloning 
of p35 and p19 subunits (DeJong 
and Roeder), 2220-2234 

induction, interaction between yeast 
al and STE12 (Yuan et al.), 
1584-1597 

initiation 

RNA polymerase II, minimal set of 
proteins required (Tyree et al.), 
1254-1265 

TBP, central role in higher eukary- 
otes of all genes (Sudowski et 
al.), 1535-1548 

preinitiation complex, unliganded 
thryoid hormone receptor (TR) 
inhibits formation of (Fondell et 
al.), 1400-1410 

regulation 

in differentiating cells (Ayer and 
Eisenman), 2110-2119 

eukaryotes, activation throught 
Oct-1/VP16 corecruitment 
(Cleary et al.), 72-83 

by male and female DSX of Droso- 
phila yolk protein genes (Co- 
schigano and Wensink), 42-54 

replication-dependent component, 
IBP-s binding to SV40-MLP 
(Wiley et al.), 2206-2219 
repression 

by Drosophila homeo domain pro- 
tein Eve (Han and Manley), 
491-503 

by p53 (Chen et al.), 1847-1849 

of S. cerevisiae IME1 gene by mi- 
totic inhibitor RME1 (Covitz 
and Mitchell), 1598-1608 

X. laevis, role of FRGY2 (Ranjan et 
al.), 1725-1736 

repressor, tramtrack (ttk), required for 
cell fate determination in 
Drosophila eye (Xiong and 
Montell), 1085-1096 

by RNA polymerase II, requires 
RAD25 in S. cerevisiae (Qiu et 
al.), 2161-2171 

RNA polymerase promoter recogni- 
tion, role of o-factor (Dom- 
broski et al.}, 2446-2455, 2446- 
2455 

silencing, yeast, associated with re- 
duced nucleosome acetylation 
(Braunstein et al.), 592-604 

start sites, multiple ones of Droso- 
phila dunce gene (Qiu and 
Davis), 1447-1458 

switch, and antisense RNA (Ranade 
and Poteete), 1498-1507 

termination and antitermination, E. 
coli (Li et al.}, 161-172 

termination, and mRNA destabiliza- 
tion (Peltz et al.), 1737-1754 





T. thermophila, transcriptionally com- 
petent state of chromatin and 
hvl (Stargell et al.), 2641-2651 
Xenopus oocyte nuclease, replicating 
vs. nonreplicating templates 
(Almouzni and Wolffe), 2033— 
2047 
Transformation, autocrine and para- 
crine, and Wnt-1/CD4 and Wnt- 
1/CD8 chimeras (Parkin et al.), 
2181-2193 
Transformed cells, cell division cycle, al- 
terations of cyclin/CDK en- 
zyme family (Xiong et al.}, 
1572-1583 
Transforming growth factors B (TGFs-f) 
growth inhibition (Pierce et al.), 2308— 
2317 
superfamily, BMP-2 and BMP-4 
growth factors, hair develop- 
ment in transgenic mice (Bless- 
ing et al.) (204-215) 
Transgenic mice 
carrying Fah transgenes, animal model 
for human liver disease HT1 
(Kelsey et al.), 2285-2297 
hair follicle development, role of TGF- 
B-related molecules (Blessing et 
al.) (204-215) 
human RB gene in mice (Bignon et al.), 
1654-1662 
obesity resistance (Ross et al.), 1318- 
1324 
pituitary tumors produced by targeted 
oncogenesis (Lew et al.), 683- 
693 
Transgenic mouse model, MMTV-TGF- 
61 transgene, growth inhibition 
but no spontaneous tumors 
(Pierce et al.), 2308-2317 
Transmembrane protein, Wnt-1 gene 
product (Parkin et al.), 2181- 
2193 
Transmembrane signaling, C. elegans 
sex determination (Perry et al.}, 
216-228 
Transport protein, E. coli surB gene prod- 
uct (Siegele and Kolter), 2629- 
2640 
Transposable elements, responding to 
Drosophila modifier gene su(f) 
(Mitchelson et al.), 241-249 
Transposase Tc1, C. elegans (Vos et al.}, 
1244-1253 
Transpososome assembly, Mu type 1, 
role of site-specific HU binding 
(Lavoie and Chaconas), 2510— 
2519 
Transvection effect, Drosophila (Fau- 
varque and Dura}, 1508-1520 
Triple-helix formation, induces tran- 
scription-dependent recombina- 
tion (Kohwi and Panchenko}, 
1766-1778 
Trypanosomatid protozoans, L. major 
(LeBowitz et al.), 996-1007 


Tryphine, role in Arabidopsis pollen— 
stigma interactions (Preuss et 
al.), 974-985 
ts]. See torso-like 
Tumor necrosis factor B (TNF), pre- 
mRNA processing, cooperation 
between introns (Neel et al.), 
2194-2205 
Tumor suppressor gene 
human p53, central conserved portion 
is DNA-binding domain (Pav- 
letich et al.), 2556-2564 
p53 (Bargonetti et al.), 2565-2574; 
(Debbas and White}, 546-554 
Tumor suppressor protein, p53 (Prives 
and Manfredi}, 529-534 Meet- 
ing Review 
Twins Drosophila gene, encodes a regu- 
latory subunit of protein phos- 
phatase 2A (Uemura et al.), 
429-440 
Two-hybrid screen, p130®°"?-CDK2 in- 
teraction through yeast-derived 
cyclin bridge (Hannon et al.), 
2378-2391 
Two-hybrid system, yeast, isolation of 
potential Rb-associated proteins 
(Durfee et al.), 555-569 
Tyrosine aminotransferase (TAT) gene, 
extinction of in somatic cell hy- 
brids (Nitsch et al.}, 308-319 
Tyrosine kinase substrate, Drosophila 
dab protein (Gertler et al.), 441- 
453 
Tyrosine metabolism 
Fah deficiency, neonatal hepatic dys- 
function of lethal albino mice 
(Grompe et al.), 2298-2307 
human hereditary tyrosinemia type 1 
(HT1), animal model for (Kelsey 
et al.), 2285-2297 


U 


U1 snRNA. See also pre-U1 snRNA 
U1 snRNP 
cross-linking to 3’-terminal exons 
(Wassarman and Steitz), 647- 
659 
pre-mRNA splicing (Watakabe et al.), 
407-418 
pre-mRNA splicing, maintains func- 
tion without UIA protein (Liao 
et al.}, 419-428 
UIA protein, nonessential for Ul snRNP 
function (Liao et al.), 419-428 
U2 snRNP binding, stimulated by fi- 
bronectin ED1 exon SE element 
interaction with SR proteins 
(Lavigueur et al.), 2405-2417 
U6 RNA, conformational changes of dur- 
ing spliceosome cycle (Wolff 
and Bindereif), 1377-1389 
Ubiquitin-conjugating enzyme, encoded 
by S. cerevisiae RAD6 gene, re- 


quired for amino-end rule-de- 
pendent protein degradation 
(Watkins et al.), 250-261 
Ultrabithorax (Ubx) Drosophila ho- 
meotic gene, functional speci- 
ficity of protein (Chan and 
Mann}, 796-811 
unc-52 C. elegans gene, encodes base- 
ment membrane proteoglycan 
(Rogalski et al.), 1471-1484 
UPF1 gene product, yeast, required for 
nonsense-mediated mRNA de- 
cay (Peltz et al.), 1737-1754 
UV-damaged DNA, S. cerevisiae, 
RAD25 gene required for exci- 
sion repair (Qiu et al.), 2161— 
2171 


Vv 


V(D)] recombination 
double-stranded signal sequence 
breaks (Schlissel et al.), 2520— 
2532 
nucleotide sequence at the coding end 

(Gerstein and Lieber), 1459- 
1469 

Ventral central nervous system, ze- 
brafish embryo, Axial gene ex- 
pression (Strahle et al.), 1436— 
1446 

Ventrolateral genes, Drosophila rhom- 
boid (rho) gene mediates wing 
vein formation (Sturtevant et 
al.), 961-973 

Vertebrate embryogenesis, Xenopus, dor- 
soventral patterning (Sive), 1-12 
Review 

Vertebrate lens development, retinoids 
role in (Tini et al.), 295-307 

VP16 trans-activator, herpesvirus, core- 
cruitment with Oct-1 (Cleary et 
al.), 72-83 

Vulval development, C. elegans (Miller 
et al.), 933-947 


WwW 


Wing vein formation, Drosophila, role of 
rho gene (Sturtevant et al.}, 961— 
973 


xX 


X/A ratio, Drosophila sex determination 
(Erickson and Cline), 1688— 
1702 
Xenopus laevis 
activity of Wnt-1 as a transmembrane 
protein (Parkin et al.), 2181- 
2193 
chromatin assembly coupled to repli- 
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cation (Almouzni and Wolffe), 
2033-2047 
dorsoventral patterning (Sive), 1-12 
Review 
eggs, telomere end factor (XTEF) (Car- 
denas et al.}, 883-894 
embryos, gastrula organizing region, 
novel Xnot homeo box gene 
(von Dassow et al.}, 355-366 
mesodermal patterning, Xwnt-8—Spe- 
mann organizer interactions 
(Christian and Moon), 13-28 
mRNA, sequence-specific endonucle- 
otic cleavage and protection of 
(Brown et al.), 1620-1631 
oocytes, pre-Ul snRNA, export of 
(Terns et al.}, 1898-1908 
replication, chromatin assembly, and 
transcription (Almouzni and 
Wolffe), 2033-2047 
role of FRGY2 in masking mRNA 
from translation (Ranjan et al.}, 
1725-1736 
rRNA terminal balls, conserved pro- 
cessing complexes (Mougey et 
al.), 1609-1619 
Xnot Xenopus gene, novel FGF and ac- 
tivin-regulated homeo box gene 
(von Dassow et al.), 355-366 
XTEF. See Xenopus laevis 
Xwnt-8, interactions with Spemann or- 


2678 GENES & DEVELOPMENT 


ganizer, Xenopus mesodermal 
patterning (Christian and 
Moon), 13-28 


Y 


Y-box proteins, FRGY2 masks mRNA 
from translation (Ranjan et al.), 
1725-1736 

Yeast 

ADI inhibits binding of TBP to DNA 
(Auble and Hahn), 844—856 

asymmetric HO expression (Tebb et 
al.), 517-528 

mRNA deadenylation and decay 
(Decker and Parker), 1632-1643 

nonsense mutations in PGK1 gene, 
and mRNA decay (Peltz et al.), 
1737-1754 

SNF2/SWI2 protein, DNA-stimulated 
ATPase activity (Laurent et al.), 
583-591 

two-hybrid system, isolation of poten- 
tial RB-associated proteins 
(Durfee et al.), 555-569 

U1 snRNP and UIA protein (Liao et 
al.), 419-428 

See also budding yeast; Saccharomy- 
ces cerevisiae 

Yolk protein genes, fat body enhancer 


(FBE) of, Drosophila (Coschi- 
gano and Wensink), 42-54 

YY1 DNA-binding protein, regulation of 
c-fos promoter via effect on 
DNA structure (Natesan and 
Gilman), 2497-2509 


Zz 


Zebrafish embryos, Axial gene expres- 
sion (Strahle et al.), 1436-1446 
Zinc, and DNA-binding activity (Pavlet- 
ich et al.), 2556-2564 
Zinc finger 
gene, Krox20, role in mouse hind- 
brain development (Swiatek and 
Gridley), 2071-2084 
motifs 
encoded by C. elegans egl-43 cell 
migration gene (Garriga et al.), 
2097-2109 
S. cerevisiae RME1 gene product 
(Covitz and Mitchell), 598-1608 
protein 
LYAR, novel nucleolar oncoprotein 
(Su et al.), 735-748 
novel binding factor critical for GH 
expression (Lipkin et al.), 1674— 
1687 
Zipper gene product, nonmuscle myosin 
heavy chain (Young et al.}, 29-41 





